FOR SEQUENCE LISTING 



SEP ID NO: 1 
FHOS AA1-150 

MAGGEDRGDGEP V S VVTVR VQYLEDTDPFAC ANFPEPRRAPTC SLDG ALPLG 

AQIPAVHRLLGAPLKLEDCALQVSPSGYYLDTELSLEEQREMLEGFYEEISKG 

RKPTLILRTQLSVRVNAILEKLYSSSGPELRRSLFSLKQIFQEDK 

SEQ ID NO: 2 
FHOS (1-250 AA) 

MAGGEDRGDGEPVSVVTVRVQYLEDTDPFACANFPEPRRAPTCSLDGALPLG 

AQIPAVHRLLGAPLKLEDCALQVSPSGYYLDTELSLEEQREMLEGFYEEISKG 

RKPTLILRTQLSVRVNAILEKLYSSSGPELRRSLFSLKQIFQEDKDLVPEFVHSE 

GLSCLIRVGAAADHNYQSYILRALGQLMLFVDGMLGVVAHSDTIQWLYTLC 

ASLSRLVVKTALKLLLVFVEYSENNAPLFIRAVNSVATT 

SEQ ID NO: 3 
FHOS (1-348 AA) 

MAGGEDRGDGEPVSVVTVRVQYLEDTDPFACANFPEPRRAPTCSLDGALPLG 

AQIPAVHRLLGAPLKLEDCALQVSPSGYYLDTELSLEEQREMLEGFYEEISKGR 

KPTLILRTQLSVRVNAILEKLYSSSGPELRRSLFSLKQIFQEDKDLVPEFVHSEG 

LSCLIRVGAAADHNYQSYILRALGQLMLFVDGMLGVVAHSDTIQWLYTLCAS 

LSRLVVKTALKLLLVFVEYSENNAPLFIRAVNSVATTTGAPPWANLVSILEEKN 

GADPELLVYTVTLINKTLAALPDQDSFYDVTDALEQQGMDTLVQRHLGTAGT 

DVDLRTQLVLYENALKLEDGD1EEAPGAG 

SEQ ID NO: 4 
mRNF23 (101-234) 

IRDESLCSQHHEPLSLFCYEDQEAVCLICAISHTHRPHTVVPMDDATQEYKEKL 
QKCLEPLEQKLQEITCCKASEEKKPGELKRLVESRRQQILKEFEELHRRLDEEQ 
QTLLSRLEEEEQDILQRLRENAAHLG 

SEQ ID NO: 5 

mERp59 (J05185.1) 23-325 

EEEDNVLVLKKSNFEEALAAHKYLLVEFYAPWCGHCKALAPEYAKAAAKLK 

AEGSEIRLAKVDATEESDLAQQYGVRGYPTIKFFKNGDTASPKEYTAGREADD 

IVNWLKKRTGPAATTLSDTAAAESLVDSSEVTVIGFFKDVESDSAKQFLLAAE 

AIDDIPFGITSNSGVFSKYQLDKDGVVLFKKFDEGRNNFEGEITKEKLLDFIKH 

NQLPLVIEFTEQTAPKIFGGEIKTHILLFLPRSVSDYDGKLSSFKRAAEGFKGKI 

LFIFINSDHTDNQRILEFFGLKKEECPAVRLITLEEE 

SEQ H) NO: 6 
mBRD7(621) (NA) 



GHDSSLFEDRSDHDKHKDRKRKKRKKGEKQAPGEEKGRKRRRVKEDKKKR 

DRDRAENEVDRDLQCHVPIRLDLPPEKPLTSSLAKQEEVEQTPLQEALNQLMR 

QLQSTMKEKIKNNDYQSIEELKDNFKLMCTNAMIYNKPETIYYKAAKKLLHS 

GMKILSQERIQSLKQSIDFMSDLQKTRKQKERTDACQSGEDSGCWQREREDS 

GDAETQAFRSPAKDNKRKDRDVLEDKWRSSNSEREHEQIERVVQESGGKLTR 

RLANSQCEFE 

SEQ ID NO: 7 
mSPNAl 45-677 

NDWAALLELWDKCQHQYRQCLDFHLFYRDSEQVDSWMSGQEAFLENEDLG 
NSVGSVEALLQKHDDFEEAFTAQEEKIITLDETATKLIDNDHYDSENIAAIRDG 
LLARRDALRERAATRPvKLLVDSQLLQQLYQDSDDLKTWINKKKKLADDDDY 
KDVQNLKSRVQKQQDFEEELAVNEIMLNNLEKTGQEMIEDGHYASEAVAARL 
SEVANLWKELLVATAHK 



SEQ ID NO: 8 
MVCP 478-797 

DIGGLEDVKRELQELVQYPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAK 
A1ANECQANFISIKGPELLTMWFGESEANVREIFDKARQAAPCVLFFDELDSIA 
KARGGNIGDGGGAADRVINQILTEMDGMSTKKNVFIIGATNRPDIIDPAILRPG 
RLDQLIYIPLPDEKSRVAILKANLQKSPVAKDVDLEFLAKMTNGFSGADLTEIC 
QRACKLAIRESIESEIRRERERQTNPSAMEVEEDDPVPEIRRDHFEEAMRFARR 
SVSDNDIRKYEMFAQTLQQSRGFGSFRFPSGNQGGAGPSQGSGGGTGGSVYT 

SEQ D3 NO: 9 
mSTAT5A 32-319 

HYLAQWIESQPWGAIDLDNPQDRGQATQLLEGLVQELQKKAEHQVGEDGFL 

LKIKLGHYATQLQNTYDRCPMELVRCIRHILYNEQRLVREANNCSSPAGVLVD 

AMSQKHLQINQRFEELRLITQDTENELKKLQQTQEYFIIQYQESLRIQAQFAQL 

GQLNPQERMSRETALQQKQVSLETWLQREAQTLQQYRVELAEKHQKTLQLL 

RKQQTIILDDELIQWKRRQQLAGNGGPPEGSLDVLQSWCEKLAEIIWQNRQQI 

RRAEHLCQQLPIPGPVEEMLAEVNAT 



SEQ ID NO: 10 

Figure 8- Partial Amino Acid Sequence (mTAKEDA009, AA 1-116) 

AIVERRANLLRAEIEELRATLEQTERSRKIAEQELLDASERVQLLHTQNTSLINT 

KKKLENDVSQLQSEVEEVIQESRNAEEKAKKAITDAAMMAEELKKEQDTSA 

HLERMKKNME 

SEQ DD NO: 11 
mPTRF 25-130 

EPTQGEARATEEPSGTDSDELIKSDQVNGVLVLSLLDKIIGAVDQIQLTQAQLE 
ERQAEMEGAVQSIQGELSKLGKAHATTSNTVSKLLEKVRKVSVNVKTVRGSL 



SEQ ID NO: 12 
mAK031693 72-360 

QYKTKCESQSGFILHLRQLLSRGNTKFEALTWIQHLLSEREEALKQHKTLSQ 

ELVSLRGELVAASSACEKLEKARADLQTAYQEFVQKLDQQHQTDRTELENRL 

KDLYTAECEKLQSIYIEEAEKYKTQLQEQFDNLNAAHETTKLEIEASHSEKVEL 

LKKTYETSLSEIKKSHEMEKKSLEDLLNEKQESLEKQINDLKSENDALNERLK 

SEEQKQLSREKANSKNPQVMYLEQELESLKAVLEIKNEKLHQQDMKLMKME 

KLVDNNTALVDKLKRFQQENEELNAR 

SEQ ID NO: 13 
ml200014P03Rik 253-546 

ATMLNILALVYRDQNKYKEAAHLLNDALSIRESTLGRDHPAVAATLNNLAVLY 

GKRGKYKEAEPLCQRALEIREKVLGTDHPDVAKQLNNLALLCQNQGKYEAV 

ERYYQRALAIYESQLGPDNPNVARTKNNLASCYLKQGKYSEAEALYKEILTCA 

HVQEFGSVDDDHKPIWMHAEEREEMSRSRPRDSSAPYAEYGGWYKACRVSS 

PTVNTTLKNLGAPYRRQGKLEAAETLEECALRSRKQGTDPISQTKVAELLGEG 

DGRKAIQEGPGDSVKFEGGEDASVAVEWSGDGS 

SEP ID NO: 14 
mNNPl 41-391 

QRATGGFTPDELLKVWKGLFYCMWMQDKPLQQEELGRTIAQLVHAFHTTEA 

QHQFLKAFWQTMIREWVGIDRLRLDKFYMLMRMVLSESLKAVKARGWDER 

QIEQLLELLTTEILNPDSQAPSGVKSHFLEIFLEELAKVGAAELTADQNLQFIDP 

FCQIAARTKDSQVLHKIIQSIFQTIVEQAPLAIEDIMNELDTQSGEGEASDGDDG 

EASDGDDGEASDDDDGEASDGGDGDVADSDDSDGADDDDGDVSDGDGGD 

NDEGDSNKSSEGEQDLQDTPPKKLPAGTAHRAGPEADKEQAWDDEENAGPV 

LQFDYEALANRLFKLASRQSTPSQNRKRLYKVIQKLRELA 

SEQ ID NO: 15 

Figure 13- Partial Amino Acid Sequence (mLOC213473(195)) 

RRVKDDAAAHIASLKASHEREIEKLLCQNAIENSSSKVAELNRKIATQEVLLKH 
FQGQVNELQGKQESLAVSQVREEILQKQITKLLEELKEAKENHTPEMKHFMG 
LERKIKQMEMRHRQREQELQQIIQQTRQVVETEQNKEVEKWKRLAQLKNRE 
LDKFRTELDSILDVLRELHRQGVVVPMALAGEENTAEF 

SEQ ID NO: 16 
mGOLGA3 820-1019 

QFINELKATKKRLDSEMKELRQELIKLQGEKKTVEVEHSRLQKDMSLVHQQM 
AELEGHLQSVQKERDEMEIHLQSLKFDKEQMIALTEANETLKKQIEELQQEAK 
KAITEQKQKMKRLGSDLTSAQKEMKTKHKAYENAVSILGRRLQEALASKEAT 
DAELNQLRAQSTGGSSDPVLHEKIRALEVELQNVGQSKIPREK 



SEQ ID NO: 17 
mMYGl-pending 49-368 

HNGTFHCDEALACALLRLLPEYANAEIVRTRDPEKLASCDIVVDVGGEYNPQS 

HRYDHHQRTFTETMSSLCPGKPWQTKLSSAGLVYLHFGRKLLAQLLGTSEED 

SVVDTIYDKMYENFVEEVDAVDNGISQWAEGEPRYAMTTTLSARVAPvLNPTW 

NQPNQDTEAGFRRAMDLVQEEFLQRLNFYQHSWLPARALVEEALAQRFKVD 

SSGEIVELAKGGCPWKEHLYHLESELSPKVAITFVIYTDQAGQWRVQCVPKEP 

HSFQSRLPLPEPWRGLRDKALDQVSGIPGCIFVHASGFIGGHHTREGALNMAR 

ATLAQR 

SEQ ID NO: 18 
mAK044679(668) 1-243 

MSSQSMKLPPSNSALPNQALGSIAGLGTQNLNSVRQNGNPNMFGVGNTAAQP 

RGMQQPPAQPLSSSQPNLRAQVPPPLLSPQVPVSLLKYAPNNGGLNPLFGPQQ 

VAMLNQLSQLNQLSQISQLQRLLAQQQRAQSQRSAPSANRQQQDQQGRPLSV 

QQQMMQQSRQLDPSLLVKQQTPPSQQPLHQPAMKSFLDNVMPHTTPELQKG 

PSPVNAFSNFPIGLNSNLNVNMDMNSIKEPQSRLR 

SEQ D3 NO: 19 
RS21C6 69-170 

ELFQWKTDGEPGPQGWSPRERAALQEELSDVLIYLVALAARCRVDLPLAVLS 
KMDINRRRYPAHLARSSSRKYTELPHGAISEDQAVGPADIPCDSTGQTST 

SEQ ID NO: 20 
KIAA0562 264-635 

EDYDLAKEKKQQMEQYRAEVYEQLELHSLLDAELMRRPFDLPLQPLA 

RSGSPCHQKPMPSLPQLEERGTENQFAEPFLQEKPSSYSLTISPQHSAV 

DPLLPATDPHPKINAESLPYDERPLPAIRKHYGEAWEPEMSNADISDA 

RRGGMLGEPEPLTEKALREASSAIDVLGETLIAEAYCKTWSYREDALLA 

LSKKLMEMPVGTPKEDLKNTLRASVFLVRRAIKDIVTSVFQASLKLLK 

MIITQYIPKHKLSKLETAHCVERTIPVLLTRTGDSSARLRVTAANFIQEM 

ALFKEVKSLQIIPSYLVQPLKANSSVHLAMSQMGLLARLLKDLGTGSSG 

FTIDNVMKFSVSALEHRVYEVRETAVRIILD 

SEQ DD NO: 21 
COPB 306-868 

IELKEHPAHERVLQDLVMDILRVLSTPDLEVRKKTLQLALDLVSSRNVEELVIV 

LKKEVIKTNNVSEHEDTDKYRQLLVRTLHSCSVRFPDMAANVIPVLMEFLSD 

NNEAAAADVLEFVREAIQRFDNLRMLIVEKN4LEVFHAIKSVKIYRGALWILGE 

YCSTKEDIQSVMTEIRRSLGEIPIVESEIKKEAGELKPEEEITVGPVQKLVTEMG 

TYATQSALSSSRPTKKEEDRPPLRGFLLDGDFFVAASLATTLTKIALRYVALVQE 

KKKQNSFVAEAMLLMATILHLGKSSLPKKPITDDDVDRISLCLKVLSECSPLM 

NDIFNKECRQSLSHMLSAKLEEEKLSQKXESEK^NVTVQPDDPISFIQLTAKNE 



MNCKEDQFQLSLLAAMGNTQRKEAADPLASKLNKVTQLTGFSDPVYAEAYV 
HVNQYDIVLDVLVVNQTSDTLQNCTLELATLGDLKLVEKPSPLTLAPHDFANI 
KANVKVASTENGIIFGNIVYDVSGAASDRNCVVLSDIHIDIMDYIQPATCTDAE 
FRQMWAEFEWENKVTVNTNMVDLNDYLQH 

SEQ ID NO: 22 
MYH7 1250-1619 

RTLEDQMNEHRGKAEETQRSVNDLTSQRAKLQTENGELSRQLDEKEA 

LISQLTRGKLTYTQQLEDLKRQLEEEVKAKNALAHALQSARHDCDLLR 

EQYEEETEAKAELQRVLSKANSEVAQWRTKYETDAIQRTEELEEAKKK 

LAQRLQEPEEAVEAVNAKCSSLEKTKHRVPNEIEDLMVDVERSNAAAA 

ALDKKQRNFDKILAEWKQKYEESQSELESSQKEARSLSTELFKLKNAY 

EESLEHLETFKRENKNLQEEISDLTEQLGSSGKTIHELEKVRKQLEAE 

KMELQSALEEAEASLEHEEGKILRAQLEFNQIKAEIERKLAEKDEEME 

QAKRNHLRWDSLQTSLDAETRSRNEALRVKKKME 

SEQ ID NO: 23 
MYH7 820-1038 

ALMGVKNWPWMKLYFKIKPLLKSAEREKEMASMKEEFTRLKEALEK 

SEARRKELEEKMVSLLQEKNDLQLQVQAEQDNLADAEERCDQLIKNK 

IQLEAKVKEMNERLEDEEEMNAELTAKKRKLEDECSELKRDIDDLELT 

LAKVEKEKHATENKVKNLTEEMAGLDEIIAKLTKEKKALQEAHQQAL 

DDLQAEEDKVNTLTKAKVKLEQQVDDLEGSL 

SEQ ID NO: 24 
KIAA1633 243-406 

DSINNLQAELNKIFALRKQLEQDVLSYQNLRKTLEEQISEIRRREEESF 
SLYSDQTSYLSICLEENNRFQVEHFSQEELKKKVSDLIQLVKELYTDNQ 
HLKKTIFDLSCMGFQGNGFPDRLASTEQTELLASKEDEDTIKIGEDDEI 
NFLSDQHLQQSNEIMKD 

SEQ ID NO: 25 
KIAA1288(1191) 652- 1078 

EKQELKQEIMNETFEYGSLFLGSASKTTTTSGRNISKPDSCGLRQIAAP 

KAKVGPPVSCLRRNSDNRNPSADRAVSPQRIRRVSSSAGNAAVIKYEEK 

PPKPAFQNGSSGSFYLKPLVSRAHVHLMKTPPKGPSRKNLFTALNAVE 

KSKQKNPRSLCIQPQTAPDALPPEKTLELTPYKTKCENQSGFILQLKQL 

IACGNTKFEALTVVIQHLLSEREEALKQHKTLSQELVNLRGELVTASTT 

REKLEKARNELQTVYEAFVQQHQAEKTERENRLKEFYTREYEKLRDT 

YIEEAEKYKMQLQEQFGNLNAAHETFKLEIEASHSEKLELLKKAYEAS 

LSEIKKGHEIEKKSLEDLLSEKQESLEKQINDLKSENDALNEKLKSEE 

QKRRAREKANLKNPQIMYLEQELESLKAVLEIKNEKLHQQ 



SEQ ID NO: 26 
mVCL 29-475 

EGEVDGKAIPDLTAPVAAMQAAVSNLVWVGKETVQTTEDQILKRDMPPAFIK 

VENACTKLVQAAQMLQSDPYSVPARDYLIDGSRGILSGTSDLLLTFDEAEVRK 

IIRVCKGILEYLTVAEVVETMEDLVTYTKNLGPGMTKMAKMIDERQQELTHQE 

HRVMLVNSMNTVKELLPVLISAMKIFVTSKNSKNQGIEEALKNRNFTVEKMS 

AEINEIIRVLQLTSWDEDAWASKDTEAMKRALASIDSKLNQAKGWLRDPNAS 

PGDAGEQAIRQILDEAGKVGELCAGKERREILGTCKMLGQMTDQVAGLRAR 

GQGASPVAMQKAQQVSQGLDVLTAKVENAARKLEAMTNSKQSIAKKI 

DAAQNWLADPNGGPEGEEQIRGALAEARKIAELCDDPKVRDDILRSLG 

EIAALTSKLGDLRRQGKGD SPE ARALAKQ VATALQNLQT 

SEQ H) NO: 27 

FOS - FULL LENGTH AMINO ACID SEQUENCE, FIGURE 1 

MAGGEDRGDGEPVSVVTVRVQYLEDTDPFACANFPEPRRAPTCSLDGALPLG 

AQIPAVHRLLGAPLKLEDCALQVSPSGYYLDTELSLEEQREMLEGFYEEISKGR 

KPTLILRTQLSVRVNAILEKLYSSSGPELRRSLFSLKQIFQEDKDLVPEFVHSEG 

LSCLIRVGAAADHNYQSYILRALGQLMLFVDGMLGVVAHSDTIQWLYTLCAS 

LSRLVVKTALKLLLVFVEYSENNAPLFIRAVNSVATTTGAPPWANLVSILEEKN 

GADPELLVYTVTLINKTLAALPDQDSFYDVTDALEQQGMDTLVQRHLGTAGT 

DVDLRTQLVLYENALKLEDGDIEEAPGAGGRRERRKPSSEEGKRSRRSLEGGG 

CPARAPEPGPTGPASPVGPTSSTGPALLTGPASSPVGPPSGLQASVNLFPTISVAP 

SADTSSERSIYKARFLENVAAAETEKQVALAQGRAETLAGAMPNEAGGHPDA 

RQLWDSPETAPAARTPQSPAPCVLLRAQRSLAPEPKEPLIPASPKAEPIWELPTR 

APRLSIGDLDFSDLGEDEDQDMLNVESVEAGKDIPAPSPPLPLLSGVPPPPPLPP 

PPPIKGPFPPPPPLPLAAPLPHSVPDSSALPTKRKTVKLFWRDVKLAGGHGVSA 

SRFGPCATLWASLDPVSVDTARLEHLFESRAKEVLPSKKAGEGRRTMTTVLDP 

KRTNAINIGLTTLPPVHVIKAALLNFDEFAVSKDGIEKLLTMMPTEEERQKIEG 

AQLANPDIPLGPAENFLMTLASIGGLAARLQLWAFKLDYDSMEREIAEPLFDL 

KVGMEQLVQNATFRCILATLLAVGNFLNGSQSSGFELSYLEKVSDVKDTVRRQ 

SLLHHLCSLVLQTRPESSDLYSEIPALTRCAKVDFEQLTENLGQLERRSRAAEES 

LRSLAKHELAPALRARLTHFLDQCARRVAMLRIVHRRVCNRFHAFLLYLGYTP 

QAAREVRIMQFCHTLREFALEYRTCRERVLQQQQKQATYRERNKTRGRMITE 

TEKFSGVAGEAPSNPSVPVAVSSGPGRGDADSHASMKSLLTSRLEDTTHNRRS 

RGMVQSSSPIMPTVGPSTASPEEPPGSSLPSDTSDEIMDLLVQSVTKSSPRALAA 

RERKRSRGNRKSLRRTLKSGLGDDLVQALGLSKGPGLEV 

SEP ID NO: 28 

Full-length Amino Acid Sequence (mRNF23) 

MAETSLLEAGASAASTAAALENLQVEASCSVCLEYLKEPVIIECGHNFCKAC1 

TRWWEDLERDFPCPVCRKTSRYRSLRPNRQLGSMVE1AKQLQTVKRKIRDES 

LCSQHHEPLSLFCYEDQEAVCLICAISHTHRPHTVVPMDDATQEYKEKLQKCL 

EPLEQKLQE1TCCKASEEKKPGELKRLVESRRQQILKEFEELHRRLDEEQQTLL 

SRLEEEEQDILQRLRENAAHLGDRRRDLAHLAAEVEGKCLQSGFEMLKDVKS 

TLEKCEKVKTMEVTSVSIELEKNFSNFPRQYFALRKILKQL1ADVTLDPETAHP 

NLVLSEDRKSVKFVETRLRDLPDTPQRFTFYPCVLATEGFTSGRHYWEVEVG 



DKTHWAVGVCRDSVSRKGELTPLPETGYWRVRLWNGDKYAATTTPFTPLHIK 

VKPKRVGIFLDYEAGTLSFYNVTDRSHIYTFTDTFTEKLWPLFYPGIRAGRKN 

AAPLTIRPPTDWE 

SEQ ID NO: 29 

Figure 3- Full-length Amino Acid Sequence (mERp59) 

MLSRALLCLALAWAARVGADALEEEDNVLVLKKSNFEEALAAHKYLLVEFY 

APWCGHCKALAPEYAKAAAKLKAEGSEIRLAKVDATEESDLAQQYGVRGYP 

TIKFFKNGDTASPKEYTAGREADDIVNWLKKRTGPAATTLSDTAAAESLVDSS 

EVTVIGFFKDVESDSAKQFLLAAEAIDDIPFGITSNSGVFSKYQLDKDGVVLFK 

KFDEGRNNFEGEITKEKLLDFIKHNQLPLVIEFTEQTAPKIFGGEIKTHILLFLPK 

SVSDYDGKLSSFKRAAEGFKGK1LF1F1DSDHTDNQRILEFFGLKKEECPAVRL1 

TLEEEMTKYKPESDELTAEK1TEFCHRFLEGK1KPHLMSQEVPEDWDKQPVKV 

LVGANFEEVAFDEKKNVFVEFYAPWCGHCKQLAP1WDKLGETYKDHENIIIAK 

MDSTANEVEAVKVHSFPTLKFFPASADRTVIDYNGERTLDGFKKFLESGGQDG 

AGDDEDLDLEEALEPDMEEDDDQKAVKDEL 

SEQ ID NO: 30 

Figure 4- Full-length Amino Acid Sequence (mBRD7(621)) 

MGKKHKKHKSDRHFYEEYVEKPLKLVLKVGGSEVTELSTGSSGHDSSLFEDR 

SDHDKHKDRKRKKRKKGEKQAPGEEKGRKRRRVKEDKKKRDRDRAENEVD 

RDLQCHVPIRLDLPPEKPLTSSLAKQEEVEQTPLQEALNQLMRQLQSTMKEKI 

KNNDYQSIEELKDNFKLMCTNAMIYNKPETIYYKAAKKLLHSGMKILSQERI 

QSLKQSIDFMSDLQKTRKQKERTDACQSGEDSGCWQREREDSGDAETQAFRS 

PAKJDNKRKDKDVLEDKWRSSNSEREHEQiERVVQESGGKLTRRLANSQCEFE 

RRKPDGTTTLGLLHPVDPIVGEPGYCPVRLGMTTGRLQSGVNTLQGFKEDKR 

NRVTPVLYLNYGPYSSYAPHYDSTFANISKDDSDL1YSTYGEDSDLPNNFS1SEF 

LATCQDYPYVMADSLLDVLTKGGHSRSLQDLDMSSPEDEGQTRALDTAKEAE 

ITQIEPTGRLESSSQDRLTALQAVTTFGAPAEVFDSEEAEVFQRKLDETTRLLRE 

LQEAQNERLSTRPPPNMICLLGPSYREMYLAEQVTNNLKELTQQVTPGDVVS1 

HG VRKAMGI S VPSPI VGNSF VDLTGECEEPKETSTAECGPD A S 

SEQ H) NO: 31 

Figure 5- Full-length Amino Acid Sequence (mSPNAl) SEQ D3 NO: 31 

METPKETAVESSGPKVLETAEE1QHRRAEVLNQYQRFKDRVAERGQKLEESYH 

YQVFRRDADDLEKW1MEKLEIAKDKTYEPTNIQGKYQKHESFVSEVQAKSRV 

LPELEEIREARFAEDHFAHEATKTHLKQLRLLWDLLLELTQEKSDVLLRALKF 

YQYSQECEDILEWVKEKEAIVTLVELGDDWERTEVLHKKFEEFQEELTARKG 

KVDRVNQYANECAQEKHPKLPEIKAKQDEVNAAWDRLWSLALKRRESLSNA 

ADLQRFKRDVNEAIQWMEEKEPQLTSEDYGKDLVSSEALFHNHKRLERNLAV 

MDDKVKELCAKADKLMISHSADAPQIQQMKLDLVSNWERIRALATNRYAKL 

KASYGYHRFLSDYDELSGWMKEKTALINADELPTDVASGEALLARHQQHKH 

EIDSYDDRFQSADATGQELLDGNHEASEEIREKMTILANDWAALLELWDKCQ 

HQYRQCLDFHLFYRDSEQVDSWMSRQEAFLENEDLGNSVGSVEALLQKHDD 

FEEAFTAQEEKIITLDETATKLIDNDHYDSENIAAIRDGLLARRDALRERAATRR 

KLLVDSQLLQQLYQDSDDLKTWINKKKKLADDDDYKDVQNLKSRVQKQQD 

FEEELAVNEIMLNNLEKTGQEN41EDGHYASEAVAARLSEVANLWKELLEATAQ 



KGTQLYEANQLLQFENNAEDLKRWLEEVEWQVTSEDYGKGLADVQNLLRK 

HGLLESDVTARQNQVDTLTDMAAHFEEIGHPDSGDIRARQESLLSRFEALKEP 

LAIRKKKLTDLLKLQQICRDSEDEEAWIQETEPSAASTHLGKDLVAAKNLLNR 

HEVILADIASHEPRIQVITERGNKMVEEGHFAAEDIASRVESLNKNMESLHAR 

AIRRENDLKANVQLQQYLADLHEAEAWIKEKEPIVDNKNYGADEEAAGALL 

KKHEAFLVDLNAFENSIKALRDQAEVCQQQQAAPVDEAGREARVIALYDFEA 

RSRREVSMKKNDVLTLLSSINKDWWKVEADDHQGFVPAVYVRKLAPDELPG 

FPQHRQEEPVNIPQLQQQVETLYHSLLDRAEERRRRLLQRYNEFLLAYEAGD 

MLE WIQEKKTENTG VELDD V WELQKKFDEFQRDLKSNEPRLKDIN KVADELL 

FEELLTPEGAHIRQELNTRWNSLKRLADEQYQLLSSAHAVEMFHREADDVKE 

QIDKKCRALNAADPGSDLLSVQALQRQHEVFERDIIPLGEKVTTLGETAERLC 

ESHPDATEDLQKQRTELNEAWDTLQGLTSDRKESLNEAHKFFLFLSKASDLEN 

WIKTIGGVISSPELAEDLTGTEILLERHQEHHDDIKREDPTFQALEDFGTELIDS 

GHRNRREIDNTLQNrNSKRDNLEKSWENRKKMLDQCLELQLFRGKCDQVES 

WMVARENSLRSDDRDHLNSLQALMKKRDDLDKAITAQEGKISDLENVATRLI 

DNDHYAKEEIAARLQRVLDRWKALKEQLLTELGKLGDYADLKQFYRDLEDL 

EEWINEMLPIACDESYKDPTNIQRKYLKHQAFENEVNGRAEQVDGVINLGNS 

LIERRVCDGDEENMQEQLDKLKENWDYLLERTTDKGQKLNEASRQQRFNTSI 

RDFEFWLSEAEGLLAMKDQARDLTSAGNLLKKHQLLEAEMLAREDPLKDLN 

DLAQELISSGTFNIDQIEEKMNGVNERFENVQSLAAAHHEKLKETYALFQFFQ 

DLDDEEAWIEEKLLRVSSQDYGRDLQSVQNLLKKHKRLEGELVAHEPAVQNV 

LDTAESLRDKAAVGKEEIQERLAQFVQHWEKLKELAKTRGVNLEESLEYLQF 

MENAEEEEAWLGEKCALVSRGDSGDTLAATQSLLKKHEALENDFAVHKNRV 

QDVCAQGEDILNKEETQNKDKISTKJQVLNEKTASLAKALAAWKSQLDDVHA 

FQQFNWKADVVESWIGEKEASLKTKSNGADLTAFLTLLAKHDTLDASLQSFQ 

QERLSEIAELKDQLVAGEHSQAKAIEEQHAALLRHWEQLLEASRVHRQKLLE 

KQLPLQKAEELFMEFAHKASAFNNWCENAEEDLSEPVHCVSLNEIRQLQKEH 

EAFLASLAGAQEDFNYLLELDKQIKALNVPSSPYTWLTVDVLGRIWNHLPDII 

KEREQELQKEEARQIKNFEMCQEFEQNASAFLQWIQETRAYFLDGSLLKETGT 

LESQLEANKRKQKEIQAMKRHLTKIEDLGDSMEEALILDIKYSTIGLAQQWDQ 

LHQLGMRMQHNLEQQIQAKDTIGVSEETLKEFSTTYKHFDENLTGRLTHKEF 

RSCLRGLNYYLPMVEEGEPEPKFEKFLNAVDPGRKGYVSLEDYTSFLIDKESE 

NIKTSDDIESAFQALAEGKAYITKEDMKQALTPEQVSFCTIHMQQYMDPRGRS 

QFAG YD Y VGFTN SFFGN 

SEQ ID NO: 32 

Figure 6- Full-length Amino Acid Sequence (mVCP) 

MASGADSKGDDLSTAILKQKNRPNRLIVDEAINEDNSVVSLSQPKMDELQLFR 

GDTVLLKGKKRREAVCIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVISIQPCP 

DVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEAYRPIRKGDIFLVRGGMRA 

VEFKVVETDPSPYCIVAPDTVIHCEGEPIKREDEEESLNEVGYDDVGGCRKQL 

AQIKEMVELPLRHPALFKAIGVKPPRGILLYGPPGTGKTLIARAVANETGAFFFL 

INGPElMSKLAGESESNLRKAFEEAEKNAPAirFIDELDAIAPKREKTHGEVERR 

IVSQLLTLMDGLKQRAHVIVMAATNRPNSIDPALRRFGRFDREVDIGIPDATGR 

LEILQIHTKNMKLADDVDLEQVANETHGHVGADLAALCSEAALQAIRKKMD 

LIDLEDETIDAEVMNSLAVTMDDFRWALSQSNPSALRETVVEVPQVTWEDIG 

GLEDVKRELQELVQYPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAKAIA 

NECQANFISIKGPELLTMWFGESEANVRE1FDKARQAAPCVLFFDELDSIAKAR 

GGNIGDGGGAADRVINQILTEMDGMSTKKNVFIIGATNRPDIIDPAILRPGRLD 



QLIYIPLPDEKSRVAILKANLRKSPVAKDVDLEFLAKMTNGFSGADLTEICQRA 
CKLAIRESIESEIRRERERQTNPSAMEVEEDDPVPEIRRDHFEEAMRFARRSVS 
DNDIRKYEMFAQTLQQSRGFGSFRFPSGNQGGAGPSQGSGGGTGGSVYTEDN 
DDDLYG 

SEQ ID NO: 33 

Figure 7- Full-length Amino Acid Sequence (mSTAT5A) 

MAGWIQAQQLQGDALRQMQVLYGQHFPIEVRHYLAQWIESQPWDAIDLDNP 

QDRGQATQLLEGLVQELQKKAEHQVGEDGFLLKIKLGHYATQLQNTYDRCP 

MELVRCIRHILYNEQRLVREA>fNCSSPAGVLVDAMSQKHLQINQRFEELRLITQ 

DTENELKKLQQTQEYFITQYQESLRIQAQFAQLGQLNPQERMSRETALQQKQV 

SLETWLQREAQTLQQYRVELAEKHQKTLQLLRKQQTIILDDELIQWKRRQQL 

AGNGGPPEGSLDVLQSWCEKLAEIIWQNRQQ1RRAEHLCQQLPIPGPVEEMLA 

EVNATITDIISALVTSTFIIEKQPPQVLKTQTKFAATVRLLVGGKLNVHMNPPQV 

KATIISEQQAKSLLKNENTRNECSGEILNNCCVMEYHQATGTLSAHFRNMSLK 

RIKRADRRGAESVTEEKFTVLFESQFSVGSNELVFQVKTLSLPVVV1VHGSQD 

HNATATVLWDNAFAEPGRVPFAVPDKVLWPQLCEALNMKFKAEVQSNRGLTK 

ENLVFLAQKLFNISSNHLEDYNSMSVSWSQFNRENLPGWNYTFWQWFDGVM 

EVLKKHHKPHWNDGAILGFVNKQQAHDLL1NKPDGTFLLRFSDSE1GGITIAW 

KFDSPDRNLWNLKPFTTRDFSIRSLADRLGDLNYLIYVFPDRPKDEVFAKYYT 

PVLAKAVDGYVKPQIKQVVPEFVNASTDAGASATYMDQAPSPVVCPQPHYN 

MYPPNPDPVLDQDGEFDLDESMDVARHVEELLRRPMDSLDARLSPPAGLFTS 

ARSSLS 

SEQ ID NO: 34 

Figure 9- Full-length Amino Acid Sequence (mPTRF) 

MEDVTLHIVERPYSGFPDASSEGPEPTQGEARATEEPSGTGSDELIKSDQVNGV 

LVLSLLDKIIGAVDQIQLTQAQLEERQAEMEGAVQSIQGELSKLGKAHATTSNT 

VSKLLEKVRKVSVNVKTVRGSLERQAGQIKKLEVNEAELLRRRNFKVMIYQD 

EVKLPAKLSVSKSLKESEALPEKEGDELGEGERPEDDTAA1ELSSDEAVEVEEV 

lEESRAERJKRSGLRRVDDFKKAFSKEKMEKTKVRTRENLEKTRLKTKENLEK 

TRHTLEKRMNKLGTRLVPVERREKLKTSRDKLRKSFTPDHVVYARSKTAVYK 

VPPFTFHVKKIREGEVEVLKATEMVEVGPEDDEVGAERGEATDLLRGSSPDV 

HTLLEITEESDAVLVDKSDSD 

SEP ID NO: 35 

Figure 10- Full-length Amino Acid Sequence (m AK031693) 

MLLSPKFSLST1HVRLTAKGLRNLRLPPGLRKNTVIFHTVEKGRQKNPRSLC1Q 

TQTAPDVLSSERTLELAQYKTKCESQSGF1LHLRQLLSRGNTKFEALTVV1QHL 

LSEREEALKQHKTLSQELVSLRGELVAASSACEKLEKARTDLQTAYQEFVQKL 

NQQHQTDRTELENRLKDLYTAECEKLQSIYIEEAEKYKTQLQEQFDNLNAAH 

ETTKLEIEASHSEKVELLKKTYETSLSEIKKSHEMEKKSLEDLLNEKQESLEKQ 

INDLKSENDALNERLKSEEQKQLSREKANSKNPQVMYLEQELESLKAVLEIKN 

EKLHQQDMKLMKMEKLVDNNTALVDKLKRFQQENEELKARMDKHMAISRQ 

LSTEQAALQESLEKESKVNKRLSMENEELLWKLHNGDLCSPKRSPTSSAIPFQ 

SPRNSGSFSSPSISPR 



SEQ ID NO: 36 

Figure 11- Full-length Amino Acid Sequence (ml200014P03Rik) 

MSGLVLGQRDEPAGHRLSQEEILGSTKVVSQGLEALHSEHQAVLQSLSHTIEC 

LQQGGHEEGLVHEKARQLRRSMENIELGLSEAQVMLALASHLSTVESEKQKL 

RAQVRRLCQENQWLRDELAGTQQRLQRSEQAVAQLEEEKKHLEFLRQLRQY 

DEDGHGMEEKEGEATKDSLDDLFPNEEEEDSGNDLSRGQGAAAAQQGGYEIP 

ARLRTLHNLVIQYAAQGRYEVAVPLCKQALEDLERTSGRGHPDVATMLNILAL 

VYRDQNKYKEAAHLLNDALSIRESTLGRDHPAVAATLNNLAVLYGKRGKYKE 

AEPLCQRALEIREKVLGTDHPDVAKQLNNLALLCQNQGKYEAVERYYQRAL 

AIYESQLGPDNPNVARTKNNLASCYLKQGKYSEAEALYKEILTCAHVQEFGSV 

DDDHKPIWMHAEEREEMSRSRPRDSSAPYAEYGGWYKACRVSSPTVNTTLK 

NLGALYRRQGKLEAAETLEECALRSRKQGTDPISQTKVAELLGEGDGRKAIQE 

GPGDSVKFEGGEDASVAVEWSGDGSGTLQRSGSLGKIRDVLRRSSELLVRKLQ 

GTEPRPSSSSM.KRAASLNYLNQPNAAPLQVSRGLSASTVDLSSSS 

SEQ ID NO: 37 

Figure 12- Full-length Amino Acid Sequence (mNNPl) (SEQ ID NO: 37) 

MVPGVPLPPEIQLAQRLAGNEQVTRDRALRKLRKYIEARSQRATGGFTPDELL 

KVWKGLFYCMWMQDKPLQQEELGRTIAQLVHAFHTTEAQHQFLKAFWQTM 

IREWVGIDRLRLDKFYMLMRMVLSESLKAVKARGWDERQIEQLLELLTTEILN 

PDSQAPSGVKSFIFLEIFLEELAKVGAAELTADQNLQFIDPFCQIAARTKDSQVL 

HKIIQSIFQTIVEQAPLAIEDIMNELDTQSGEGEASDGDDGEASDGDDGEASDD 

DDGEASDGGDGDVADSDDSDGADDDDGDVSDGDGGDNDEGDSNKSSEGEQ 

DLQDTPPKKLPAGTAHRAGPEADKEQAWDDEENAGPVLQFDYEALANRLFK 

LASRQSTPSQNRKRLYKVIQKLRELAGGTFPEDDVPEKAYKKMLEGRRERKK 

KKKRLPKPQPQNKEAGSEAESSSADPGPGRKRKRNRKTDEKAGQGGPPGKR 

RKPGARAKGAGAQQPKKR1QSSQSAE 

SEQ ID NO: 38 

Figure 14- Full-length Amino Acid Sequence (mGOLGA3) (SEQ ID NO: 38) 

MDGASAKQDGLWESKSSSDVSSCPEASLETVGSLARLPDQQDTAQDASVEV 

NRGFKEEGSPDRSSQVAICQNGQIPDLQLSLDPTTSPVGPDASTGSTASSLPLE 

KEEQVRLQARKRLEEQLMQYRVKRHRERSSQPATKMKLFSTLDPELNILNPE 

NLPRASTVAVTKEYSFLRTSVPRGPKVGSLGLLAHSKEKKNSKSSKIRSLADY 

RTEDPSDSGGLGSTADAVGSSLKQSRSSTSVVSEVSPSSETDNRVESASMTGD 

SVSEADGNESDSSSHSSLSARGACGVLGNVGMPGTAYMVDGQEISAEALGQF 

PSIKDVLQAAAAQHQDQNQEANGEVRSRRDSICSSVSMESSLAEPQDELLQIL 

KDKRRLEGQVEALSLEASQALQEKAELQAQLAALSTRLQAQVEHSHSSQQK 

QDSLSSEVDTLKQSCWDLGRAMTDLQSMLEAKNASLASSNNDLQVAEEQYQ 

RLMAKVEDMQRNILSKDNTVHDLRQQMTALQSQLQQVQLERTTLTSKLQAS 

QAEITSLQHARQWYQQQLTLAQEARVRLQGETAHIQVGQMTQAGLLEHLKL 

ENVSLSHQLTETQURSIKEKERIAVQLQSIEADMLDQEAAFVQIREAKTMVEE 

DLQRRLEEFEGEREQLQKVADAAASLEQQLEQVKLTLFQRDQQLAALQQEH 

LDVIKQLTSTQEALQAKGQSLDDLHTRYDELQARLEELQREADSREDAIHFLQ 

NEKIVLEVALQSAKSDKEELDRGARRLEEDTEETSGLLEQLRQDLAVKSNQV 

EHLQQETATLRKQMQKVKEQFVLQKVMVEAYRRDATSKDQLINELKATKK 



RLDSEMKELRQELIKLQGEKKTVEVEHSRLQKDMSLVHQQMAELEGHLQSV 

QKERDEMEIHLQSLKFDKEQMIALTEANETLKKQIEELQQEAKKAITEQKQK 

MKRLGSDLTSAQKEMKTKHKAYENAVSILSRRLQEALASKEATDAELNQLR 

AQSTGGSSDPVLHEKIRALEVELQNVGQSKILLEKELQEVITMTSQELEESREK 

VLELEDELQESRGFRRKIKRLEESNKKLALELEHERGKLTGLGQSNAALREHN 

SILETALAKREADLVQLNLQVQAVLQRKEEEDRQMKQLVQALQVSLEKEKM 

EVNSLKEQMAAARIEAGHNRRHFKAATLELSEVKKELQAKEHLVQTLQAEV 

DELQIQDGKHSQEIAQFQTELAEARTQLQLLQKKLDEQMSQQPTGSQEMEDL 

KWELDQKEREIQSLKQQLDLTEQQGKKELEGTQQTLQTIKSELEMVQEDLSE 

TQKDKFMLQAKVSELKNNMKTLLQQNQQLKLDLRRGAAKKKEPKGESNSSS 

PATPIKIPDCPVPASLLEELLRPPPAVSKEPLKNLNNCLQQLKQEMDSLQRQM 

EEHTITVHESLSSWAQVEAAPAEHAHPRGDTKLHNQNSVPRDGLGQ 

SEQ ID NO: 39 

Figure 15- Full-length Amino Acid Sequence (mMYGl-pending) 

MGRRFLRGILTLPLRSVLQAQHRMLGSEQDPPAKRPRNNLMAPPRIGTHNGTF 

HCDEALACALLRLLPEYANAEIVRTRDPEKLASCDIVVDVGGEYNPQSHRYD 

HHQRTFTETMSSLCPGKPWQTKLSSAGLVYLHFGRKLLAQLLGTSEEDSVVD 

T1YDKMYENFVEEVDAVDNGISQWAEGEPRYAMTTTLSARVARLNPTWNQPN 

QDTEAGFRRAMDLVQEEFLQRLNFYQHSWLPARALVEEALAQRFKVDSSGEI 

VELAKGGCPWKEHLYHLESELSPKVAITFVIYTDQAGQWRVQCVPKEPHSFQS 

RLPLPEPWRGLRDKALDQVSG1PGCIFVHASGFIGGHHTREGALNMARATLAQ 

RPAPVPLANAVVQ 

SEQ ID NO: 40 

Figure 16- Partial Amino Acid Sequence (mAK044679(668)) 

MSSQSMKLPPSNSALPNQALGSIAGLGTQNLNSVRQNGNPNMFGVGNTAAQ 

PRGMQQPPAQPLS S SQPNLRAQ VPPPLLSPQ VP V SLLK Y APNNGG LNPLFGPQ 

QVAMLNQLSQLNQLSQISQLQRLLAQQQRAQSQRSAPSANRQQQDQQGRPL 

SVQQQMMQQSRQLDPSLLVKQQTPPSQQPLHQPAMKSFLDNVMPHTTPELQ 

KGPSPVNAFSNFPIGLNSNLNVNMDMNSIKEPQSRLRKWTTVDSMSVNTSLD 

QNSSKHGAISSGFRLEESPFVPYDFMNSSTSPASPPGSIGDGWPRAKSPNGSSS 

VNWPPEFRPGEPWKGYPNIDPETDPYVTPGSVINSLSINTVREVDHLRDRNSG 

SSSSLNTTLPSTSAWSSIRASNYNVPLSSTAQSTSARNSDSKLTWSPGSVTNTS 

LAHELWKVPLPPKNITAPSRPPPGLTGQKPPLSTWDNSPLRVGGGWGNSDAR 

YTPGSSWGESSSGRITNWLVLKNLTPQIDGSTLRTLCMQHGPLITFHLNLPHG 

NALVRYSSKEEVVKAQKSLHMCVLGNTTILAEFASEEEISRFFAQSQSLTPSPG 

WQSLGSSQSRLGSLDCSHSFSSRTDVNHWNGAGLSGANCGDLHGTSLWGTP 

HYSTSLWGPPSSDPRGISSPSPINAFLSVDHLGGGGESM 

SEQ D3 NO: 41 

Figure 17- Full-length Amino Acid Sequence (RS21C6) 

MSVAGGEIRGDTGGEDTAAPGRFSFSPEPTLEDIRRLHAEFAAERDWEQFHQP 
RNLLLALVGEVGELAELFQWKTDGEPGPQGWSPRERAALQEELSDVLIYLVA 
LAARCRVDLPLAVLSKMDINRRRYPAHLARSSSRKYTELPHGAISEDQAVGPA 
DIPCDSTGQTST 



SEQ ID NO: 42 

Figure 18- Full-length Amino Acid Sequence (KIAA0562) (SEQ ID NO: 42) 

MPHKIGFVVVSSSGHEDGFSARELMIHAPTVSGWRSPRFCQFPQEIVLQMVER 

CRIRKLQLLAHQYMISSKIEFYISESLPEYFAPYQAERFRRLGYVSLCDNEKTG 

CKARELKSVYVDAVGQFLKLIFHQNHVNKYNIYNQVALVAINIIGDPADFSDE 

SNTASREKLIDHYLGHNSEDPALEGTYAPvKSDYISPLDDLAFDMYQDPEVAQI 

IRKLDERKREAVQKERYDYAKKLKQAIADLQKVGERLGRYEVEKRCAVEKE 

DYDLAKEKKQQMEQYRAEVYEQLELHSLLDAELMRRPFDLPLQPLARSGSPC 

HQKPMPSLPQLEERGTENQFAEPFLQEKPSSYSLTISPQHSAVDPLLPATDPHP 

KINAESLPYDERPLPAIRKHYGEAVVEPEMSNADISDARRGGMLGEPEPLTEK 

ALREASSAIDVLGETLVAEAYCKTWSYREDALLALSKKLMEMPVGTPKEDL 

KNTLRASVFLVRRAIKDIVTSVFQASLKLLKMIITQYIPKHKLSKLETAHCVER 

TIPVLLTRTGDSSARLRVTAANFIQEMALFKEVKSLQIIPSYLVQPLKANSSVH 

LAMSQMGLLARLLKDLGTGSSGFTIDNVMKFSVSALEHRVYEVRETAVRIIL 

DMYRQHQASILEYLPPDDSNTRRNILYKTIFEGFAKIDGRATDAEMRARRKA 

ATEEAEKQKKEEIKALQGQLAALKEIQAEVQEKESDAVKPKNQDIQGGKAAP 

AEALGIPDEHYLDNLCIFCGERSESFTEEGLDLHYWKHCLMLTRCDHCKQVV 

EISSLTEHLLTECDKKDGFGKCYRCSEAVFKEELPRHIKHKDCNPAKPEKLAN 

RCPLCHENFSPGEEAWKAHLMGPAGCTMNLRKTHILQKAPALQPGKSSAVA 

ASGPLGSKAGSKIPTPKGGLSKSSSRTYAKR 

SEQ ID NO: 43 

Figure 19-Full-length Amino Acid Sequence (COPB) 

MTAAENVCYTLINVPMDSEPPSEISLKNDLEKGDVKSKTEALKKVIIMILNGE 

KLPGLLMTIIRFVLPLQDHTIKKLLLVFWEIVPKTTPDGRLLHEMILVCDAYRK 

DLQHPNEFIRGSTLRFLCKLKEAELLEPLMPAIRACLEHRHSYVRRNAVLAIYT 

IYRNFEHLIPDAPELIHDFLVNEKDASCKRNAFMMLIHADQDRALDYLSTCID 

QVQTFGDILQLVIVELIYKVCHANPSERARFIRCIYNLLQSSSPAVKYEAAGTL 

VTLSSAPTAIKAAAQCYIDLIIKESDNNVKLIVLDRLIELKEHPAHERVLQDLV 

MDILRVLSTPDLEVRKKTLQLALDLVSSRNVEELVIVLKKEVIKTNNVSEHED 

TDKYRQLLVRTLHSCSVRFPDMAANVIPVLMEFLSDNNEAAAADVLEFVREA 

IQRFDNLRMLIVEKMLEVFHAIKSVKIYRGALWILGEYCSTKEDIQSVMTEIRR 

SLGEIPIVESEIKKEAGELKPEEEITVGPVQKLVTEMGTYATQSALSSSRPTKKE 

EDRPPLRGFLLDGDFFVAASLATTLTKIALRYVALVQEKKKQNSFVAEAMLL 

MATILHLGKSSLPKKPITDDDVDRISLCLKVLSECSPLMNDIFNKECRQSLSHM 

LSAKLEEEKLSQKKESEKRNVTVQPDDPISFMQLTAKNEMNCKEDQFQLSLL 

AAMGNTQRKEAADPLASKLNKVTQLTGFSDPVYAEAYVHVNQYDIVLDVLV 

VNQTSDTLQNCTLELATLGDLKLVEKPSPLTLAPHDFANIKANVKVASTENGI 

IFGNIVYDVSGAASDRNCVVLSDIHIDIMDYIQPATCTDAEFRQMWAEFEWEN 

KVTVNTNMVDLNDYLQHILKSTNMKCLTPEKALSGYCGFMAANLYARSIFG 

EDALANVSIEKPIHQGPDAAVTGHIRIRAKSQGMALSLGDKINLSQKKTSI 

SEQ ID NO: 44 

Figure 20- Full-length Amino Acid Sequence (MYH7) 

MGDSEMAVFGAAAPYLRKSEKERLEAQTRPFDLKKDVFVPDDKQEFVKAKI 
VSREGGKVTAETEYGKTVTVKEDQVMQQNPPKFDKIEDMAMLTFLHEPAVL 



YNLKDRYGSWMIYTYSGLFCVTVNPYKWLPVYTPEVVAAYRGKKRSEAPPH 

IFSISDNAYQYMLTDRENQSILITGESGAGKTVNTKRVIQYFAVIAAIGDRSKK 

DQSPGKGTLEDQIIQANPALEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLAS 

ADIETYLLEKSRVIFQLKAERDYHIFYQILSNKKPELLDMLLITNNPYDYAFISQ 

GETTVASIDDAEELMATDNAFDVLGFTSEEKNSMYKLTGAIMHFGNMKFKL 

KQREEQAEPDGTEEADKSAYLMGLNSADLLKGLCHPRVKVGNEYVTKGQN 

VQQVIYATGALAKAVYERMFNWMVTRINATLETKQPRQYFIGVLDIAGFEIF 

DFNSFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLQACI 

DLIEKPMGIMSILEEECMFPKATDMTFKAKLFDNHLGKSANFQKPRNIKGKPE 

AHFSLIHYAGIVDYNIIGWLQKNKDPLNETVVGLYQKSSLKLLSTLFANYAGA 

DAPIEKGKGKAKKGSSFQTVSALHRENLNKLMTNLRSTHPHFVRCIIPNETKS 

PGVMDNPLVMHQLRCNGVLEGIRICRKGFPNRILYGDFRQRYRILNPAAIPEG 

QFIDSRKGAEKLLSSLDIDHNQYKFGHTKVFFKAGLLGLLEEMRDERLSRIITR 

IQAQSRGVLARMEYKKLLERRDSLLVIQWNIRAFMGVKNWPWMKLYFKIKP 

LLKSAEREKEMASMKEEFTRLKEALEKSEARRKELEEKMVSLLQEKNDLQLQ 

VQAEQDNLADAEERCDQLIKNKIQLEAKVKEMNERLEDEEEMNAELTAKKR 

KLEDECSELKRDIDDLELTLAKVEKEKHATENKVKNLTEEMAGLDEIIAKLTK 

EKKALQEAHQQALDDLQAEEDKVNTLTKAKVKLEQQVDDLEGSLEQEKKV 

RMDLERAKRKLEGDLKLTQESIMDLENDKQQLDERLKKKDFELNALNARIED 

EQALGSQLQKKLKELQARIEELEEELESERTARAKVEKLRSDLSRELEEISERL 

EEAGGATSVQIEMNKKREAEFQKMRRDLEEATLQHEATAAALRKKPiADSVA 

ELGEQIDNLQRVKQKLEKEKSEFKLELDDVTSNMEQIIKAKANLEKMCRTLE 

DQMNEHRSKAEETQRSVNDLTSQRAKLQTENGELSRQLDEKEALISQLTRGK 

LTYTQQLEDLKRQLEEEVKAKNALAHALQSARHDCDLLREQYEEETEAKAE 

LQRVLSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEAVEAV 

NAKCSSLEKTKHRLQNEIEDLMVDVERSNAAAAALDKKQRNFDKILAEWKQ 

KYEESQSELESSQKEARSLSTELFKLKNAYEESLEHLETFKRENKNLQEEISDL 

TEQLGSSGKTIHELEKVRKQLEAEKMELQSALEEAEASLEHEEGKILRAQLEF 

NQIKAEIERKLAEKDEEMEQAKRNHLRVVDSLQTSLDAETRSRNEALRVKKK 

MEGDLNEMEIQLSHANRMAAEAQKQVKSLQSLLKDTQIQLDDAVRANDDLK 

ENIAIVERRNNLLQAELEELRAVVEQTERSRKLAEQELIETSERVQLLHSQNTS 

LINQKKKMDADLSQLQTEVEEAVQECRNAEEKAKKAITDAAMMAEELKKEQ 

DTSAHLERMKKNMEQTIKDLQHRLDEAEQIALKGGKKQLQKLEARVRELEN 

ELEAEQKRNAESVKGMRKSERRIKELTYQTEEDRKNLLRLQDLVDKLQLKV 

KAYKRQAEEAEEQANTNLSKFRKVQHELDEAEERADIAESQVNKLRAKSRDI 

GTKGLNEE 

SEQ ID NO: 45 

Figure 21- Partial Amino Acid Sequence (KIAA1633) 

KVEELNSEIEKLSAAFAKAREALQKAQTQEFQGSEDYETALSGKEALSAALRS 

QNLTKSTENHRLRRSIKKITQELSDLQQERERLEKDLEEAHREKSKGDCTIRDL 

RNEVEKLRNEVNEREKAMENRYKSLLSESNKKLHNQEQVIKHLTESTNQKD 

VLLQKFNEKDLEVIQQNCYLMAAEDLELRSEGLITEKCSSQQPPGSKTIFSKEK 

KQSSDYEELIQVLKKEQDIYTHLVKSLQESDSINNLQAELNKIFALRKQLEQD 

VLSYQNLRKTLEEQISEIRRREEESFSLYSDQTFYLSICLEENNRFQVEHFSQEE 

LKKKVSDLIQLVKELYTDNQHLKKTIFDLSCMGFQGNGFPDRLASTEQTELLA 

SKEDEDTIKIGEDDEINFLSDQHLQQSNEIMKDLSKGGCKNGYLRHTESKISDC 

DGAHAPGCLEEGAFINLLAPLFNEKATLLLESRPDLLKWRELLLGQLFLTEQ 

EVSGEHLDGKTEKTPKQKGELVHFVQTNSFSKPHDELKLSCEAQLVKAGEVP 



KVGLKDASVQTVATEGDLLRFKHEATREAWEEKPINTALSAEHRPENLHGVP 

GWQAALLSLPGITNREAKKSRLPILIKPSRSLGNMYRLPATQEVVTQLQSQILE 

LQGELKEFKTCNKQLHQKL1LAEAVMEGRPTPDKTLLNAQPPVGAAYQDSPG 

EQKGIKTTSSVWRDKEMDSDQQRSYEIDSEICPPDDLASLPSCKENPEDVLSPT 

SVATYLSSKSQPSAKVSVMGTDQSESINTSNETEYLKQKIHDLETELEGYQNFI 

FQLQKHSQCSEAIITVLCGTEGAQDGLSKPKNGSDGEEMTFSSLHQVRYVKH 

VKILGPLAPEMIDSRVLENLKQQLEEQEYKLQKEQNLNMQLFSEIHNLQNKFR 

DLSPPRYDSLVQSQARELSLQRQQIKDGHGICVISRQHMNTMIKAFEELLQAS 

DVDYCVAEGFQEQLNQCAELLEKLEKLFLNGKSVGVEMNTQNELMERIEED 

NLTYQHLLPESPEPSASHALSDYETSEKSFFSRDQKQDNETEKTSVMVNSFSQ 

DLLMEHIQEIRTLRKRLEESIKTNEKLRKQLERQGSEFVQGSTSIFASGSELHSS 

LTSEIHFLRKQNQALNAMLIKGSRDKQKENDKLRESLSRKTVSLEHLQREYAS 

VKEENERLQKEGSEKERHNQQLIQEVRCSGQELSRVQEELKLRQQLLSQNDK 

LLQSLRVELKAYEKLDEEHRRLREASGEGWKGQDPFRDLHSLLMEIQALRLQ 

LERSIETSSTLQSRLKEQLARGAEKAQEGALTLAVQAVSIPEVPLQPDKHDGD 

KYPMESDNSFDLFDSSQAVTPKSVSETPPLSGNDTDSLSCDSGSSATSTPCVSR 

LVTGHHLWASKNGRHVLGLIEDYEALLKQISQGQRLLAEMDIQTQEAPSSTS 

QELGTKGPHPAPLSKFVSSVSTAKLTLEEAYRRLKLLWRVSLPEDGQCPLHCE 

QIGEMKAEVTKLHKKLFEQEKKLQNTMKLLQLSKRQEKVIFDQLVVTHKILR 

KARGNLELRPGGAHPGTCSPSRPGS 

SEQ ID NO: 46 

Figure 22- Partial Amino Acid Sequence (KIAA1288(1191)) 

THAYNPKSPPTQNSSASSVNWNSANPDDMVVDYETDPAVVTGENISLSLQGV 

EVFGHEKSSSDFISKQVLDMHKDSICQCPALVGTEKPKYLQHSCHSLEAVEGQ 

SVEPSLPFVWKPNDNLNCAGYCDALELNQTFDMTVDKVNCTFISHHAIGKSQ 

SFHTAGSLPPTGRRSGSTSSLSYSTWTSSHSDKTHARETTYDRESFENPQVTPS 

EAQDMTYTAFSDVVMQSEVFVSDIGNQCACSSGKVTSEYTDGSQQRLVGEK 

ETQALTPVSDGMEVPNDSALQEFFCLSHDESNSEPHSQSSYRHKEMGQNLRE 

TVSYCLIDDECPLMVPAFDKSEAQVLNPEHKVTETEDTQMVSKGKDLGTQN 

HTSELILSSPPGQKVGSSFGLTWDANDMVISTDKTMCMSTPVLEPTKVTFSVS 

PIEATEKCKKVEKGNRGLKNIPDSKEAPVNLCKPSLGKSTIKTNTPIGCKVRKT 

EIISYPRPNFKNVKAKVMSRAVLQPKDAALSKVTPRPQQTSASSPSSVNSRQQ 

TVLSRTPRSDLNADKKAEILINKTHKQQFNKLITSQAVHVTTHSKNASHRVPR 

TTSAVKSNQEDVDKASSSNSACETGSVSALFQKIKGILPVKMESAECLEMTYV 

PNIDRISPEKKGEKENGTSMEKQELKQEIMNETFEYGSLFLGSASKTTTTSGRN 

ISKPDSCGLRQIAAPKAKVGPPVSCLRRNSDNRNPSADRAVSPQRIRRVSSSSG 

NAAVIKYEEKPPKPAFQNGSSGSFYLKPLVSRAHVHLMKTPPKGPSRKNLFTA 

LNAVEKSRQKNPRSLCIQPQTAPDALPPEKTLELTQYKTKCENQSGFILQLKQ 

LLACGNTKFEALTVVIQHLLSEREEALKQHKTLSQELVNLRGELVTASTTCEK 

LEKARNELQTVYEAFVQQHQAEKTERENRLKEFYTREYEKLRDTYIEEAEKY 

KMQLQEQFDNLNAAHETSKLEIEASHSEKLELLKKAYEASLSEIKKGHEIEKK 

SLEDLLSEKQESLEKQINDLKSENDALNEKLKSEEQKRRAREKANLKNPQIMY 

LEQELESLKAVLEIKNEKLHQQDIKLMKMEKLVDNNTALVDKLKRFQQENEE 

LKARMDKHMAISRQLSTEQAVLQESLEKESKVNKRLSMENEELLWKLHNGD 

LCSPKRSPTSSAIPLQSPRNSGSFPSPSISPR 



SEQ ID NO: 47 

Figure 23- Full-length Amino Acid Sequence (mVCL) 

MPVFHTRTIESILEPEAQQISHLVIMHEEGEVDGKAIPDLTAPVAAVQAAVSNL 

VRVGKETVQTTEDQILKRDMPPAFIKVENACTKLVQAAQMLQSDPYSVPARD 

YLIDGSRGILSGTSDLLLTFDEAEVPvKIIRVCKGILEYLTVAEVVETMEDLVTY 

TKNLGPGMTKMAKMIDERQQELTHQEHRVMLVNSMNTVKELLPVLISAMKI 

FVTSKNSKNQGIEEALKNRNFTVEKMSAEINEIIRVLQLTSWDEDAWASKDTE 

AMKRALASIDSKLNQAKGWLRDPNASPGDAGEQAIRQILDEAGKVGELCAG 

KERREILGTCKMLGQMTDQVADLRARGQGASPVAMQKAQQVSQGLDVVTA 

KVENAARKLEAMTNSKQSIAKKIDAAQNWLADPNGGPEGEEQIRGALAEAR 

KIAELCDDPKERDDILRSLGEIAALTSKLGDLRRQGKGDSPEARALAKQVATA 

LQNLQTKTNRAVANSRPAKAAVHLEGKIEQARRWIDNPTVDDRGVGQAAIR 

GLVAEGHRLANVMMGPYRQDLLAKCDRVDQLTAQLADLAARGEGESPQAR 

ALASQLQDSLKDLKAQMQEAMTQEVSDVFSDTTTPIKLLAVAATAPPDAPNR 

EEVFDERAANFENHSGRLGATAEKAAAVGTANKSTVEGIQASVKTARELTPQ 

VISAARILLRNPGNQAAYEHFETMKNQWIDNVEKMTGLVDEAIDTKSLLDAS 

EEAIKKDLDKCKVAMANIQPQMLVAGATSIARRANRILLVAKREVENSEDPK 

FREAVKAASDELSKTISPMVMDAKAVAGNISDPDLQKSFLDSGYRILGAVAK 

VREAFQPQEPDFPPPPPDLEQLRLTDELAPPKPPLPEGEVPPPRPPPPEEKDEEF 

PEQKAGEVINQPMMMAARQLHDEARKWSSKGNDIIAAAKRMALLMAEMSR 

LVRGGSGTKRALIQCAKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERI 

PTISTQLKILSTVKATMLGRTNISDEESEQATEMLVHNAQNLMQSVKETVREA 

EAASIKIRTDAGFTLRWVRKTPWYQ 

SEQ ID NO: 48 

Figure 24- Partial cDNA Nucleotide Sequence Encoding the Amino Acid 
Sequence of SEQ ID NO: 6 (807 nucleotides in total) 

5'-GGGCACGACTCCAGCCTCTTCGAGGACAGAAGCGACCATGACAAACAC 

AAGGACAGAAAACGGAAAAAGAGGAAGAAAGGCGAGAAGCAGGCTCCC 

GGGGAAGAGAAGGGGAGAAAACGGAGAAGAGTCAAGGAGGATAAAAAG 

AAGCGGGATCGAGACCGTGCAGAGAATGAGGTGGACAGAGATCTCCAGT 

GTCATGTCCCTATAAGATTAGACTTACCTCCTGAGAAGCCTCTTACAAGCT 

CGTTAGCCAAACAAGAAGAAGTAGAACAGACACCCCTTCAGGAAGCTTTG 

AATCAGCTCATGAGACAATTGCAAAGTACCATGAAAGAAAAGATCAAGA 

ATAACGACTACCAGTCCATAGAAGAACTAAAGGATAACTTCAAGCTAATG 

TGTACTAATGCAATGATTTACAATAAGCCAGAGACCATTTATTATAAAGCT 

GCAAAGAAGCTGTTGCACTCAGGGATGAAAATTCTCAGTCAGGAGAGAAT 

TCAGAGCCTGAAGCAGAGTATAGACTTCATGTCAGACTTGCAGAAAACTC 

GGAAGCAGAAAGAACGAACAGATGCCTGTCAGAGTGGGGAGGACAGCGG 

CTGCTGGCAGCGCGAGAGGGAAGACTCTGGAGATGCTGAAACACAGGCC 

TTCAGAAGCCCCGCTAAGGACAATAAAAGGAAAGACAGAGATGTGCTTG 

AAGACAAATGGAGAAGCAGCAACTCAGAAAGGGAGCATGAGCAGATTGA 

GCGCGTTGTCCAGGAGTCAGGAGGCAAGCTAACACGGCGGCTGGCAAAC 

AGTC AGTGTGAATTTGAA-3 ' 



SEQ ID NO: 49 

Figure 25- Partial cDNA Nucleotide Sequence Encoding the Amino Acid 
Sequence of SEQ ID NO: 10 (348 nucleotides in total) 

5 

5'-GCCATCGTGGAGCGCAGAGCCAACCTGCTGCGGGCTGAGATTGAG 
GAGCTGCGGGCCACGCTGGAGCAGACGGAGAGGAGCAGGAAGATTG 
CAGAGCAGGAGCTGCTGGACGCCAGTGAGCGCGTGCAGCTCCTCCAC 
ACCCAGAACACGAGCCTCATCAACACCAAGAAGAAGCTGGAAAATGA 
10 TGTTTCACAGCTGCAGAGTGAAGTGGAAGAAGTGATTCAAGAGTCAC 
GCAATGCAGAAGAGAAGGCTAAGAAAGCCATTACTGATGCCGCCATGA 
TGGCGGAGGAGCTGAAGAAGGAGCAGGACACCAGCGCCCACCTGGA 
GCGGATGAAGAAGAACATGGAG-3' 

15 SEQ ID NO: 50 

Figure 26- Partial cDNA Nucleotide Sequence Encodin 

5 ' -GAA AAACAAG AGCTGAAAC AAG AG ATTATGAATG AG ACTTTTG AATAT 
GGTTCTCTGTTTTTGGGCTCTGCTTCAAAAACAACGACCACCTCAGGTAGG 

20 AATATATCCAAGCCTGACTCCTGCGGTTTGAGGCAAATAGCTGCTCCAAA 
AGCCAAAGTGGGGCCCCCTGTTTCCTGTTTGAGGCGGAACAGTGACAATA 
GAAATCCCAGTGCTGATCGAGCCGTATCTCCTCAGAGGATCAGGCGTGTG 
TCCAGTTCTGCTGGTAATGCCGCTGTCATCAAGTATGAGGAGAAACCTCC 
AAAACCAGCATTTCAGAATGGTTCCTCAGGATCCTTTTATTTGAAGCCTTT 

25 GGTATCCAGGGCTCATGTTCACTTGATGAAAACTCCTCCAAAAGGTCCTTC 
GAGAAAAAATTTATTTACAGCTCTTAATGCAGTTGAAAAGAGCAAGCAAA 
AGAATCCTCGAAGCTTATGTATCCAGCCACAGACAGCTCCCGATGCGCTG 
CCCCCTGAAAAAACACTTGAATTGACGCCATATAAAACAAAATGTGAAAA 
CCAAAGTGGATTTATCCTGCAGCTCAAGCAGCTTCTTGCCTGTGGTAATAC 

30 CAAGTTTGAGGCATTGACAGTTGTGATTCAGCACCTGCTGTCTGAGCGGG 
AGGAAGCACTGAAACAACACAAAACCCTATCTCAAGAACTTGTTAACCTC 
CGGGGAGAGCTAGTCACTGCTTCAACCACCCGTGAGAAATTAGAAAAAGC 
CAGGAATGAGTTACAAACAGTGTATGAAGCATTCGTCCAGCAGCACCAGG 
CTGAAAAAACAGAACGAGAGAATCGGCTTAAAGAGTTTTACACCAGGGA 

35 GTATGAAAAGCTTCGGGACACTTACATTGAAGAAGCAGAGAAGTACAAA 
ATGCAATTGCAAGAGCAGTTTGGCAACTTAAATGCTGCGCATGAAACCTT 
TAAGTTGGAAATTGAAGCTAGCCACTCAGAGAAACTTGAATTGCTAAAGA 
AGGCCTATGAAGCCTCCCTTTCAGAAATTAAGAAAGGCCATGAAATAGAA 
AAGAAATCGCTTGAAGATTTACTTTCTGAGAAGCAGGAATCGCTAGAGAA 

40 GCAAATCAATGATCTGAAGAGTGAAAATGATGCTTTAAATGAAAAATTGA 
AATCAGAAGAACAAAAAAGAAGAGCAAGAGAAAAAGCAAATTTGAAAA 
ATCCTCAGATCATGTATCTAGAACAGGAGTTAGAAAGCCTGAAAGCTGTG 
TTAGAGATCAAGAATGAGAAACTGCATCAACAG 

45 SEQ D) NO: 51 

FHOS (251-500 AA) 

TGAPPWANLVSILEEKNGADPELLVYTVTLINKTLAALPDQDSFYDVTDALE 
QQGMDTLVQRHLGTAGTDVDLRTQLVLYENALKLEDGDIEEAPGAGGRRER 
50 RKPSSEEGKRSRRSLEGGGCPARAPEPGPTGPASPVGPTSSTGPALLTGPASSP 



VGPPSGLQASVNLFPTISVAPSADTSSERSIYKARFLENVAAAETEKQVALAQ 
GRAETLAGAMPNEAGGHPDARQLWDSPETAPAARTPQSPA 

SEQ ID NO: 52 
FHOS (501-750 AA) 

PCVLLRAQRSLAPEPKEPLIPASPKAEPIWELPTRAPRLSIGDLDFSDLGEDEDQ 

DMLNVESVEAGKDIPAPSPPLPLLSGVPPPPPLPPPPPIKGPFPPPPPLPLAAPLP 

HSVPDSSALPTKRKTVKLFWRDVKLAGGHGVSASRFGPCATLWASLDPVSV 

DTARLEHLFESRAKEVLPSKKAGEGRRTMTTVLDPKRTNAINIGLTTLPPVHV 

IKAALLNFDEFAVSKDGIEKLLTMMPTEEERQKIE 

SEQ ID NO: 53 
FHOS (652-810 AA) 

TLWASLDPVSVDTARLEHLFESRAKEVLPSKKAGEGRRTMTTVLDPKRTNAI 
NIGLTTLPPVHVIKAALLNFDEFAVSKDGIEKLLTMMPTEEERQKIEGAQLAN 
PDIPLGPAENFLMTLASIGGLAARLQLWAFKLDYDSMEREIAEPLFDLKVGME 
Q 

SEQ ID NO: 54 

FHOS (840-954 AA) 

ELSYLEKVSDVKDTVRRQSLLHHLCSLVLQTRPESSDLYSEIPALTRCAKVDF 
EQLTENLGQLERRSRAAEESLRSLAKHELAPALRARLTHFLDQCARRVAMLR 
IVHRRVCNRF 

SEQ D3 NO: 55 

mBC028274(908) (BC028274.1) 199-576 

DRKQHLDKTWADAEDLNSQNEAELRRQVEERQQETEHVYELLGNKIQLLQE 

EPRLAKNEATEMETLVEAEKRCNLELSERWTNAAKNREDAAGDQEKPDQYS 

EALAQRDRRIEELRQSLAAQEGLVEQLSQEKQQLLHLLEEPASMEVQPVPKG 

LPTQQKPDLHETPTTQPPVSESHLAELQDKIQQTEATNKILQEKLNDLSCELKS 

AQESSQKQDTTIQSLKEMLKSRESETEELYQVIEGQNDTMAKLREMLHQSQL 

GQLHSSEGIAPAQQQVALLDLQSALFCSQLEIQRLQRLVRQKERQLADGKRC 

VQLVEAAAQEREHQKEAAWKHNQELRKALQHLQGELHSKSQQLHVLEAEK 

YNEIRTQGQNIQHLSH 

SEQ ID NO: 56 

mBC028274(908) (BC028274.1) 250-565 

EPRLAKNEATEMETLVEAEKRCNLELSERWTNAAKNREDAAGDQEKPDQYS 

EALAQRDRRIEELRQSLAAQEGLVEQLSQEKRQLLHLLEEPASMEVQPVPKG 

LPTQQKPDLHETPTTQPPVSESHLAELQDKIQQTEATNKILQEKLNDLSCELKS 

AQESSQKRDTTIQSLKEMLKSRESETEELYQVVEGQNDTMAKLREMLHQSQL 

GQLHSSEGIAPAQQQVALLDLQSALFCSQLEIQRLQRLVRQKERQLADGKRC 

VQLVEAAAQEREHQKEAAWKHNQELRKALQHLQGELHSKSQQLHVLEAEK 

YNETR 

SEQ D3 NO: 57 
mBC026864(777) 256-417 



AAVLGEADDGNLDLDMKSGLENTAALDNQPKGALKKLIYAAKLNASLKALE 
GERNQVYTQLSEVDQVKEDLTEHIKSLESKQASLQSEKTEFESESQKLQQKLK 
VITELYQENEMKLHRKLTVEENYRLEKEEKLSKVDEKISHATEELETCRQRAK 
DLEEE 

SEQ ID NO: 58 
m5730504C04Rik 127-407 

KQTKVEGELEEMERKHQQLLEEKNILAEQLQAETELFAEAEEMRARLAAKK 

QELEEILHDLESRVEEEEERNQILQNEKKKMQAHIQDLEEQLDEEEGARQKLQ 

LEKVTAEAKIKKMEEEVLLLEDQNSKFIKEKKLMEDRIAECSSQLAEEEEKAK 

NLAKIRNKQEVMISDLEERLKKEEKTRQELEKAKRKLDGETTDLQDQIAELQ 

AQVDELKVQLTKKEEELQGALARGDDETLHKNNALKVARELQAQIAELQED 

IESEKASRNKAEKQKRDLSEE 

SEQ ID NO: 59 
mMYH9 853-1191 

ELTKVREKYLAAENRLTEMETMQSQLMAEKLQLQEQLQAETELCAEAEELR 

ARLTAKEQELEEICHDLEARVEEEEERCQYLQAEKKKMQQNIQELEEQLEEEE 

SARQKLQLEKVTTEAKLKKLEEDQIIMEDQNCKLAKEKKLLEDRVAEFTTNL 

MEEEEKSKSLAKLKNKHEAMITDLEERLRREEKQRQELEKTRRKLEGDSTDL 

SDQIAELQAQIAELKMQLAKKEEESQAALARVEEEAAQKNMALKKIRELETQ 

ISELQEDLESERASRNKAEKQKRDLGEELEALKTELEDTLDSTAAQQELRSKR 

EQEVSILKKTLEDEAKTHEAQIQGMR 

SEQ D3 NO: 60 
mpll6Rip 943-1024 

IYTELSIAKAKADCDISRLKEQLKAATEALGEKSPEGTTVSGYDIMKSKSNPDF 
LKKDRSCVTRRLRNIRSKSVIEQVSWDN 

SEQ D3 NO: 61 
TPM3 157-243 

KNVTNNLKSLEAQAEKYSQKEDKYEEEIKILTDKLKEAETRAEFAERSVAKLE 
KTIDDLEDELYAQKLEYKAISEELDHALNDMTSI 

SEQ D3 NO: 62 
MYH6 876-1113 

EEKMVSLLQEKNDLQLQVQAEQDNLNDAEERCDQLIKNKIQLEAKVKEMNE 
RLEDEEEMNAELTAKKRKLEDECSELKKDIDDLELTLAKVEKEKHATENKVK 
NLTEEMAGLDEIIAKLTKEKKALQEAHQQALDDLQVEEDKVNSLSKSKVKLE 
QQ VDDLEGSLEQEKKVRMDLERAKRKLEGDLKLTQESIN4DLENDKLQLEEK 
LKKKEFDINQQNSKIEDEQALALQLQKKLKKN 



SEQ ID NO: 63 
mMBLR 41-209 

APAAGEEGPASLGQAGAAGCSRSRPPALEPERSLGRLRGRFEDYDEELEEEEE 
MEEEEEEEEEMSHFSLRLESGRADSEDEEERLINLVELTPYILCSICKGYLIDAT 
TITECLHTFCKSCIVRHFYYSNRCPKCNIVVHQTQPLYNIRLDRQLQDIVYKLV 
INLEERE 

SEQ ID NO: 64 
ZFP144 7-304 

IKITELNPHLMCALCGGYFIDATTIVECLHSFCKTCIVRYLETNKYCPMCDVQ 

VHKTRPLLSIRSDKTLQDIVYKLVPGLFKDEMKRRRDFYAAYPLTEVPNGSNE 

DRGEVLEQEKGALGDDEIVSLSIEFYEGVRDREEKKNLTENGDGDKEKTGVR 

FLRCPAAMTVMHLAKFLRNKMDVPSKYKVEILYEDEPLREYYTLMDIAYIYP 

WRRNGPLPLKYRVQPACKRLTLPTVPTPSEGTNTSGASECESVSDKAPSPATL 

PATSSSLPSPATPSHGSPSSHGPPATHPTSPTPPS 



SEQ ID NO: 65 

Figure 36- Full-length Amino Acid Sequence (ZNF144(294)) (SEQ ID NO: 65) 

MHRTTRIKITELNPHLMCALCGGYFIDATTIVECLHSFCKTCIVRYLETNKYCP 
MCDVQVHKTRPLLSIRSDKTLQDIVYKLVPGLFKDEMKRRRDFYAAYPLTEVP 
NGSNEDRGEVLEQEKGALSDDEIVSLSIEFYEGAGDRDEKKGPLENGDGDKE 
KTGVRFLRCPAAMTVMHLAKFLRNKMDVPSKYKVEVLYEDEPLKEYYTLM 
DIAYIYPWRRNGPLPLKYRVQPACKRLTLATVPTPSEGTNTSGASESSGATTAA 
NGGSLNCLQTPSSTSRGRKMTVNGAPVPPLT 

SEQ ID NO: 66 
14-3-3epsilon 44-255 

LLSVAYKNVIGARRASWRIISSIEQKEENKGGEDKLKMIREYRQMVETELKLI 

CCDILDVLDKHLIPAANTGESKVFYYKMKGDYHRYLAEFATGNDRKEAAEN 

SLVAYKAASDIAMTELPPTHPIRLGLALNFSVFYYEILNSPDRACRLAKAAFD 

DAIAELDTLSEESYKDSTLIMQLLRDNLTLWTSDMQGDGEEQNKEALQDVED 

ENQ 

SEQ ID NO: 67 
14-3-3epsilon 89-249 

VETELKLICCDILDVLDKHLIPAANTGESKVFYYKMKGDYHRYLAEFATGND 
RKEAAENSLVAYKAASDIAMTELPPTHPIRLGLALNFSVFYYEILNSPDRACRL 
AKAAFDDAIAKLDTLSEESYKDSTLIMQLLRDNLTLWTSDMQGDGEEQNKE 
ALQD 



SEQ ID NO: 68 
14-3-3epsilon 84-238 

EYRQMVETELKLICCDILDVLDKHLIPAANTGESKVFYYKMKGDYHRYLAEF 

ATGNDRKEAAENSLVAYKAASDIAMTELPPTHPIRLGLALNFSVFYYEILNSP 

DRACPvLAKAAFDDAIAELDTLSEESYKDSTLIMQLLRDNLTLWTSDMQGD 

SEQ ID NO: 69 

Figure 38- Partial Amino Acid Sequence (BF672897(87)) (SEQ D> NO: 69) 

REASHPLCTGPAQAGLAHRCLLAALMGKRLGTGDCLWPTQLLGQWPV 
TLVCLRPLCPLMFLVLELELLPGTLQLHPPCLIPPGRPGH 

SEQ ID NO: 70 
mCATNB 704-871 

QSYLDSGIHSGATTTAPSLSGKGNPEEEDVDTSQVLYEWEQGFSQSFTQEQVA 

DIDGQYAMTRAQRVRAAMFPETLDEGMQIPSTQFDAAHPTNVQRLAEPSQML 

KHAVVNLINYQDDAELATRAIPELTKLLNDEDQVVVNKAAVMVHQLSKKEAS 

RHAIMRSPQMVSAIVRTMQNTNDVETARCTAGTLHNLSHHREGLLAIFKSGGI 

PALVKMLGSPVDSVLFYAITTLHNLLLHQEGAKMAVRLAGGLQKMVALLNK 

SEQ D3 NO: 71 
mCATNS 704-871 

KALSAIAELLTSEHERWKAASGALRNLAVDARNKELIGKHAIPNLVKNLPGG 
QLNSSWNFSEDTVVSILNTINEVIAENLEAAKKLRETQGIEKLVLINKSGNRSE 
KEVRAAALVLQTIWGYKELRKPLEKEGWKKSDFQVNINNASRSQSSHSYDDS 
TLPLIDRNQ 

SEQ DD NO: 72 
mSWAN 1-162 

MAVVIRLQGLPIVAGTMDIRHFFSGLTIPDGGVHIVGGELGEAFIVFATDEDAR 

LGMMRTGGTIKGSKVTLLLSSKTEMQNMIELSRRRFETANLDIPPANASRSGPP 

PSSGMSSRVNLPATVPNSNNPSPSVVTATTSVHESNKNIQTFSTASVGTAPPSM 

SEQ DD NO: 73 
mSWAN 1-144 

MAVVIRLQGLPIVAGTMDIRHFFSGLTIPDGGVHIVGGELGEAFIVFATDEDAR 

LGMMRTGGTIKGSKVTLLLSSKTEMQNMIELSRRRFETANLDIPPANASRSGPP 

PSSGMSSRVNLPATVPNFNNPSPSVVTATTSVHESN 

SEQ DD NO: 74 
m2300003P22Rik(248) 1-188 

KEGRREHAFVPEPFTGTNLAPSLWLHRFEVIDDLNHWDHATKLRFLKESLKG 
DALD V YNGLS SQAQGDF SF VKQALLRAFG APGEAF SEPEE VLFAN SMGKG YY 
LKGKVGHVPVRFLVDSGAQVSVVHPALWEEVTDGDLDTLRPFNNVVKVANG 



AEMKILGVWDTEISLGKTKLKAEFLVANASAEE 
SEQ ID NO: 75 

mTAKEDA015 1-261, Figure 43 

SPYSPRGGSNVIQCYRCGDTCKGEVVRVHNNHFHIRCFTCQVCGCGLAQSGF 

FFKNQEYICAQDYQQLYGTRCDSCRDFITGEVISALGRTYRPKCFVCSLCRKPF 

PIGDKVTFSGKECVCQTCSQSMTSSKPIKIRGPSHCAGCKEEIKHGQSLLALDK 

QWHVSCFKCQTCSVILTGEYISKDGVPYCESDYHSQFGIKCETCDRYISGRVLE 

AGGKHYHPTCARCVRCHQMFTEGEEMYLTGSEVWHPICKQAARAEKK 

SEQ ID NO: 76 
PCNT2 2942-3134 

ESKDEVPGSRLHLGSARRAAGSDADHLREQQRELEAMRQRLLSAARLLTSFT 
SQAVDRTVNDWTSSNEKAVMSLLHTLEELKSDLSRPTSSQKKMAAELQFQFV 
DVLLKDNVSLTKALSTVTQEKLELSRAVSKLEKLLKHHLQKGCSPGRSERSA 
WKPDETAPQSSLRRPDPGRLPPAASEEAHTSNAKMDK 

SEQ ID NO: 77 
KPNA4 107-338 

IDDLIKSGILPILVHCLERDDNPSLQFEAAWALTNIASGTSEQTQAVVQSNAVP 

LFLRLLHSPHQNVCEQAVWALGNIIGDGPQCRDYVISLGVVEPLLSFISPSIPIT 

FLRNVTWVMVNLCRHKDPPPPMETIQEILPALCVLIHHTDVNILVDTVWALS 

YLTDAGNEQIQMVIDSGIVPHLVPLLSHQEVKVQTAALRAVGIIVTGTDEQTQ 

VVLNCDALSHFPALLTHP 

SEQ ID NO: 78 
MAPKAP1 356-480 

HRLRFTTDVQLGISGDKVEIDPVTNQKASTKFWIKQKPISIDSDLLCACDLAEE 

KSPSHAIFKLTYLSNHDYKHLYFESDAATVNEIVLKVNYILESRASTARADYF 

AQKQRKLNRRTSFSFQKE 

SEQ H> NO: 79 
mTPTl 16-172 

DIYKJREIADGLCLEVEGKMVSRTEGAIDDSLIGGNASAEGPEGEGTESTVVTG 

VDIVMNHHLQETSFTKEAYKKYIKDYMKSLKGKLEEQKPERVKPFMTGAAE 

QIKHILANFNNYQFFIGENMNPDGMVALLDYREDGVTPFMIFFKDGLEMEKC 



SEQ DD NO: 80 
mAK014397(679) 441-640 

MKHNLELTMAEMRQSLEQERDRLIAEVKKQLELEKQQAVDETKKRQWCAN 
CKKEAIFYCCWNTSYCDYPCQQAHWPEHMKSCTQSATAPQQEADAEASTET 
GNKSSQGNSSNTQSAPSEPASAPKEKEAPAEKSKDSSNSTLDLSGSRETPSSML 
LGSNQSSVSKRCDKQPAYTPTTTDRQPHPNYPAQKYHSRSSKAGL 



SEQ ID NO: 81 
mHRMTlLl 19-205 

EEDPVDYGCEMQLLQDGAQLQLQLQPEEFVAIADYTATDETQLSFLRGEKILI 
LRQTTADWWWGERAGCCGYIPANHLGKQLEEYDPEDTWQDEEYFDSYGTL 
KLHLGMLADQPRTTKYHSVILQNKESLKDKVILDVGCGTGIISLFCAHHARPK 
AVYAVEASDMAQHTSQLVLQNGFADTITVFQ 

SEQ ID NO: 82 
HRMT1L1(241) 2-241 

ATSGDCPRSESQGEEPAECSEAGLLQEGVQPEEFVAIADYAATDETQLSFLRG 
EKILILRQTTADWWWGERAGCCGYIPANYVGKHVDEYDPEDTWQDEEYFGS 
YGTLKLHLEMLADQPRTTKYHSVILQNKESLTDKVILDVGCGTGIISLFCAHY 
ARPRAVYAVEASEMAQHTGQLVLQNGFADIITVYQQKVEDVVLPEKVDVLV 
SEWMGTCLLKQQSSEGDASKDTTGVLDCQQTI 

SEQ ID NO: 83 
SAT(204) 1-186 

RRGRSRETNEEPPPPTVQVQGPGPQREEKQKTKMAKFVIRPATAADCSDILRL 
IKELAKYEYMEEQVILTEKDLLEDGFGEHPFYHCLVAEVPKEHWTPEGHSIVG 
FAMYYFTYDPWIGKLLYLEDFFVMSDYRGFGIGSEILKNLSQVAMRCRCSSM 
HFLVAEWNEPSINFYKRRGASDLSSEEG 

SEQ ID NO: 84 
BC023995(305) 1-294 

FCELSSPAEMANVLCNRARLVSYLPGFCSLVKRVVNPKAFSTAGSSGSDESHV 

AAAPPDICSRTVWPDETMGPFGPQDQRFQLPGNIGFDCHLNGTASQKKSLVH 

KTLPDVLAEPLSSERHEFVMAQYVNEFQGNDAPVEQEINSAETYFERARVEC 

AIQTCPELLRKDFESLFPEVANGKLMILTVTQKTKNDMTVWSEEVEIEREVLL 

EKFINGAKEICYALRAEGYWADFIDPSSGLAFFGPYTNNTLFETDERYRHLGF 

SVDDLGCCKVIRHSLWGTHVVVGSIFTNATP 

SEQ H) NO: 85 
BC023995(305) 72-299 

GPFGPQDQRFQLPGNIGFDCHLNGTASQKKSLVHKTLPDVLAEPLSSERHEFV 

MAQYVNEFQGNDAPVEQEINSAETYFESARVECAIQTCPELLRKDFESLFPEV 

ANGKLMILTVTQKTKNDMTVWSEEVEIEREVLLEKFINGAKEICYALRAEGY 

WADFIDPSSGLAFFGPYTNNTLFETDERYRHLGFSVDDLGCCKVIRHSLWGTH 

VVVGSIFTNATPDSHIM 

SEQ ID NO: 86 
TTN 26343 -26503 

LTIQKARVTEKAVTSPPRVKSPEPRVKSPEAVKSPKRVKSPEPSHPKAVSPTET 
KPTPTEKVQHLPVSAPPEITQFLKAEASKEIAKLTCVVESSVLRAKEVTWYKD 



GEKLKENGHFQFHYSADGTYELKINNLTESDQGEYVCEISGEGGTSKANLQF 
MG 

SEQ ID NO: 87 

Figure 27- Partial Amino Acid Sequence (mBC028274(908)) 

TRPIIARAQCPGLGTMKRTDSGSICHHAPPPCWAHHAPRQSPRQPSSRERRPPE 

RAGSWAVAAEEEEAASAAPWMRHYFGEDDGEMVPRTSSAAAFLSDTKDRGP 

PVQSQTWRSAERVPFGQAHSLRAFEKPPLVQTQALRDFEKHLNDLKKENFSL 

KLRIYFLEERMQQKYEVSREDVYKRNIELKVEVESLKRELQDRKQHLDKTWA 

DAEDLNSQNEAELRRQVEERQQETEHVYELLGNKIQLLQEEPRLAKNEATEM 

ETLVEAEKRCNLELSERWTNAAKNREDAAGDQEKPDQYSEALAQRDRRIEEL 

RQSLAAQEGLVEQLSQEKRQLLHLLEEPASMEVQPVPKGLPTQQKPDLHETPT 

TQPPVSESHLAELQDKIQQTEATNKILQEKLNDLSCELKSAQESSQKQDTTIQS 

LKEMLKSRESETEELYQVIEGQNDTMAKLREMLHQSQLGQLHSSEGIAPAQQ 

QVALLDLQSALFCSQLEIQRLQRLVRQKERQLADGKRCVQLVEAAAQEREHQ 

KEAAWKHNQELRKALQHLQGELHSKSQQLHVLEAEKYNEIRTQGQNIQHLS 

HSLSHKEQLIQELQELLQYRDNADKTLDTNEVFLEKLRQRIQDRAVALERVID 

EKFSALEEKDKELRQLRLAVRDRDHDLERLRCVLSANEATMQSMESLLRARG 

LEVEQLTATCQNLQWLKEELETKFGHWQKEQESIIQQLQTSLHDRNKEVEDLS 

ATLLCKLGPGQSEVAEELCQRLQRKERMLQDLLSDRNKQAVEHEMEIQGLLQ 

SMGTREQERQAAAEKMVQAFMERNSELQALRQYLGGKELMTSSQTFISNQP 

AGVTSIGPHHGEQTDQGSMQMPSRDDSTSLTAREEASIPRSTLGDSDTVAGLE 

KELSNAKEELELMAKKKKK 

SEQ ID NO: 88 

Figure 28- Full-length Amino Acid Sequence (mBC026864(777)) 

MRADFNPSGFSLELAVCVLSVGLLAVVLFLWRGFRSIRSRFYVGREKKLALEL 

SALIEEKCKLLDKVSIVQKEYEGLESSLKEASFEKESTEAQSLEFVEGSQISEAT 

YENLEQSKSKLEDEILLLEEKLEEERAKHSEQDELMADISKRIQSLEDESKSLK 

SQVAEAKTTFRIFEINEERLKGAIKDALNENSQLQESQKQLLQETEMMKEQVN 

DLDKQKVALEESRAQAEQALSEKESQIETLVTSLLKMKDWAAVLGEADDGNL 

DLDMKSGLENTAALDNQPKGALKKLIYAAKLNASLKALEGERNQVYTQLSE 

VDQVKEDLTEHIKSLESKQASLQSEKTEFESESQKLQQKLKVITELYQENEMK 

LHRKLTVEENYRLEKEEKLSKVDEKISHATEELETCRQRAKDLEEELERTIHSY 

QGQVISHEKKAHDNWLAARTLERNLNDLRKENAHNRQKLTETEFKFELLEK 

DPYALDVPNTAFGREHSPYGPSPLGRPPSETRAFLSPPTLLEGPLRLSPLLPGGG 

GRGSRGPENLLDHQMNTERGESSYDRLSDAPRAPSDRSLSPPWEQDRRMTAH 

PPPGQPYSDPALQRQDRFYPNSGRLSGPAELRSYNMPSLDKVDGPVPSEMESS 

GNGTKDNLGNSNVPDSPIPAECEAAGRGFFPPPFPPVRDPLFPVDPRSQFMRR 

GPSFPPPPPGSIYAAPRDYFPPRDFPGPPLPPFPGRTVYAPRGFPPYLPPRAGFFP 

PPPHPESRSELPPDLIPPSKEPAADPPETQEA 

SEQ ID NO: 89 

Figure 29- Full-length Amino Acid Sequence (m5730504C04Rik) 

MDGKQACERMIRALELDPNLYRIGQSKIFFRAGVLAHLEEERDLKITDIIIFFQ 

AVCRGYLARKAFAKKQQQLSALKVLQRNCAAYLKLRHWQWWRVFTKVKP 

LLQVTRQEEELQAKDEELLKVKEKQTKVEGELEEMERKHQQLLEEKNILAEQ 



LQAETELFAEAEEMRARLAAKKQELEEILHDLESRVEEEEERNQILQNEKKK 

MQAHIQDLEEQLDEEEGARQKLQLEKVTAEAKIKKMEEEVLLLEDQNSKFIK 

EKKLMEDRIAECSSQLAEEEEKAKNLAKIRNKQEVMISDLEERLKKEEKTRQE 

LEKAKRKLDGETTDLQDQIAELQAQVDELKVQLTKKEEELQGALARGDDET 

LHKNNALKVARELQAQIAELQEDFESEKASRNKAEKQKRDLSEELEALKTEL 

EDTLDTTAAQQELRTKREQEVAELKKALEDETKNHEAQIQDMRQRHATALE 

ELSEQLEQAKRFKANLEKNKQGLETDNKELACEVKVLQQVKAESEHKRKKL 

DAQVQELHAKVSEGDRLRVELAEKANKLQNELDNVSTLLEEAEKKGIKFAK 

DAAGLESQLQDTQELLQEETRQKLNLSSRIRQLEEEKNSLQEQQEEEEEARKN 

LEKQVLALQSQLADTKKKVDDDLGTIESLEEAKKKLLKDVEALSQRLEEKVL 

AYDKLEKTKNRLQQELDDLTVDLDHQRQIVSNLEKKQKKFDQLLAEEKGISA 

RYAEERDRAEAEAREKETKALSLARALEEALEAKEEFERQNKQLRADMEDL 

MSSKDDVGKNVHELEKSKRALEQQVEEMRTQLEELEDELQATEDAKLRLEV 

NMQAMKAQFERDLQTRDEQNEEKKRLLLKQVRELEAELEDERKQRALAVAS 

KKKMEIDLKDLEAQIEAANKARDEVIKQLRKLQAQMKDYQRELEEARASRD 

EIFAQSKESEKKLKSLEAEILQLQEELASSERARRHAEQERDELADEIANSASG 

KSALLDEKRRLEARIAQLEEELEEEQSNMELLNDRFRKTTLQVDTLNTELAAE 

RSAAQKSDNARQQLERQNKELKAKLQELEGAVKSKFKATISALEAKIGQLEE 

QLEQEAKERAAANKLVRRTEKKLKEIFMQVEDERRHADQYKEQMEKANAR 

MKQLKRQLEEAEEEATRANASRRKLQRELDDATEANEGLSREVSTLKNRLRR 

GGPISFSSSRSGRRQLHIEGASLELSDDDTESKTSDVNDTQPPQSE 

SEQ ID NO: 90- 

Figure 30- Full-length Amino Acid Sequence (mMYH9) 

MAQQAADKYLYVDKNFINNPLAQADWAAKKLVWVPSSKNGFEPASLKEEV 

GEEAIVELVENGKKVKVNKDDIQKMNPPKFSKVEDMAELTCLNEASVLHNL 

KERYYSGLIYTYSGLFCVVINPYKNLPIYSEEIVEMYKGKKRHEMPPHIYAITD 

TAYRSMMQDREDQSILCTGESGAGKTENTKKVIQYLAHVASSHKSKKDQGE 

LERQLLQANPILEAFGNAKTVKNDNSSRFGKFIRINFDVNGYIVGANIETYLLE 

KSRAIRQAKEERTFHIFYYLLSGAGEHLKTDLLLEPYNKYRFLSNGHVTIPGQ 

QDKDMFQETMEAMRIMGIPEDEQMGLLRVISGVLQLGNIAFKKERNTDQAS 

MPDNTAAQKVSHLLGINVTDFTRGILTPRIKVGRDYVQKAQTKEQADFAIEA 

LAKATYERMFRWLVLRINKALDKTKRQGASFIGILDIAGFEIFDLNSFEQLCIN 

YTNEKLQQLFNHTMFILEQEEYQREGIEWNFIDFGLDLQPCIDLIEKPAGPPGIL 

ALLDEECWFPKATDKSFVEKVVQEQGTHPKFQKPKQLKDKADFCIIHYAGKV 

DYKADEWLMKNMDPLNDNIATLLHQSSDKFVSELWKDVDRIIGLDQVAGMS 

ETALPGAFKTRKGMFRTVGQLYKEQLAKLMATLRNTNPNFVRCIIPNHEKKA 

GKLDPHLVLDQLRCNGVLEGIRICRQGFPNRVVFQEFRQRYEILTPNSIPKGFM 

DGKQACVLMIKALELDSNLYRIGQSKVFFRAGVLAHLEEERDLKITDVIIGFQ 

ACCRGYLARKAFAKRQQQLTAMKVLQRNCAAYLRLRNWQWWRLFTKVKP 

LLNSIRHEDELLAKEAELTKVREKHLAAENRLTEMETMQSQLMAEKLQLQEQ 

LQAETELCAEAEELRARLTAKKQELEEICHDLEARVEEEEERCQYLQAEKKK 

MQQNIQELEEQLEEEESARQKLQLEKVTTEAKLKKLEEDQIIMEDQNCKLAK 

EKKLLEDRVAEFTTNLMEEEEKSKSLAKLKNKHEAMITDLEERLRREEKQRQ 

ELEKTRRKLEGDSTDLSDQIAELQAQIAELKMQLAKKEEELQAALARVEEEA 

AQKNMALKKIRELETQISELQEDLESERASRNKAEKQKRDLGEELEALKTELE 

DTLDSTAAQQELRSKREQEVSILKKTLEDEAKTHEAQIQEMRQKHSQAVEEL 

ADQLEQTKRVKATLEKAKQTLENERGELANEVKALLQGKGDSEHKRKKVEA 

QLQELQVKFSEGERVRTELADKVTKLQVELDSVTGLLSQSDSKSSKLTKDFSA 



LESQLQDTQELLQEENRQKLSLSTKLKQMEDEKNSFREQLEEEEEAKRNLEK 

QIATLHAQVTDMKKKMEDGVGCLETAEEAKRRLQKDLEGLSQRLEEKVAAY 

DKLEKTKTRLQQELDDLLVDLDHQRQSVSNLEKKQKKFDQLLAEEKTISAKY 

AEERDRAEAEAREKETKALSLARALEEAMEQKAELERLNKQFRTEMEDLMS 

SKDDVGKSVHELEKSKRALEQQVEEMKTQLEELEDELQATEDAKLRLEVNL 

QAMKAQFERDLQGRDEQSEEKKKQLVRQVREMEAELEDERKQRSMAMAAR 

KKLEMDLKDLEAHIDTANKNREEAIKQLRKLQAQMKDCMRELDDTRASREE 

ILAQAKENEKKLKSMEAEMIQLQEELAAAERAKRQAQQERDELADEIANSSG 

KGALALEEKRRLEARIALLEEELEEEQGNTELINDRLKKANLQIDQINTDLNLE 

RSHAQKNENARQQLERQNKELKAKLQEMESAVKSKYKASIAALEAKIAQLE 

EQLDNETKERQAASKQVRRTEKKLKDVLLQVEDERRNAEQFKDQADKASTR 

LKQLKRQLEEAEEEAQRANASRRKLQRELEDATETADAMNREVSSLKNKLR 

RGDLPFVVTRRIVRKGTGDCSDEEVDGKADGADAKAAE 

SEQ ID NO: 91 

Figure 31- Full-length Amino Acid Sequence (mpll6Rip) 

MSAAKENPCRKFQANIFNKSKCQNCFKPRESHLLNDEDLTQAKPIYGGWLLL 

APDGTDFDNPVHRSRKWQRRFFILYEHGLLRYALDEMPTTLPQGTINMNQCT 

DVVDGEARTGQKFSLCILTPDKEHFIRAETKEIISGWLEMLMVYPRTNKQNQK 

KKRKVEPPTPQEPGPAKMAVTSSSGGTSGSSSSIPSAEKVPTTKSTLWQEEMR 

AKDQPDGTSLSPAQSPSQSQPPAACTPREPGLESKEDESTISGDRVDGGRKVR 

VESGYFSLEKAKQDLRAEEQLPPLLSPPSPSTPHSRRSQVIEKFEALDIEKAEH 

METNMLILTTPSSDTRQGRSERRAIPRKRDFASEAPTAPLSDACPLSPHRRAKS 

LDRRSTESSMTPDLLNFKKGWLTKQYEDGQWKKHWFVLADQSLRYYRDSV 

AEEAADLDGEINLSTCYDVTEYPVQRNYGFQIHTKEGEFTLSAMTSGIRRNWI 

QTIMKHVLPASAPDVTSSLPEGKNKSTSFETCSRSTEKQEAEPGEPDPEQKKSR 

ARERRREGRSKTFDWAEFRPIQQALAQERASAVGSSDSGDPGCLEAEPGELER 

ERARRREEPRKRFGMLDTIDGPGMEDTALRMDIDRSPGLLGTPDLKTQNVHV 

EIEQRWHQVETTPLREEKQVPIAPLHLSLEDRSERLSTHELTSLLEKELEQSQK 

EASDLLEQNRLLQDQLRVALGREQSAREGYVLQATCERGFAAMEETHQKKIE 

DLQRQHQRELEKLREEKDRLLAEETAATISAIEAMKNAHREEMERELEKSQR 

SQISSINSDIEALRRQYLEELQSVQRELEVLSEQYSQKCLENAHLAQALEAERQ 

ALRQCQRENQELNAHNQELNNRLAAEITRLRTLLTGDGGGESTGLPLTQGKD 

AYELEVLLRVKESEIQYLKQEISSLKDELQTALRDKKYASDKYKDIYTELSIAK 

AKADCDISRLKEQLKAATEALGEKSPEGTTVSGYDIMKSKSNPDFLKKDRSC 

VTRQLRNIRSKSVIEQVSWDN 

SEQ ID NO: 92 

Figure 32- Full-length Amino Acid Sequence (TPM3) 

MMEAIKKKMQMLKLDKENALDRAEQAEAEQKQAEERSKQLEDELAA 

MQKKLKGTEDELDRAQERLATALQKLEEAEKAADESERGMKVIENRA 

LKDEEKMELQEIQLKEAKHIAEEADRKYEEVARKLVIIEGDLERTEERA 

ELAESKCSELEEELKNVTNNLKSLEAQAEKYSQKEDKYEEEIKILTDK 

LKEAETRAEFAERSVAKLEKTIDDLEDELYAQKLKYKAISEELDHALND 

MTSI 



SEQ ID NO: 93 

Figure 33- Full-length Amino Acid Sequence (MYH6) 

MTDAQMADFGAAAQYLRKSEKERLEAQTRPFDIRTECFVPDDKEEFVKAKIL 

SREGGKVIAETENGKTVTVKEDQVLQQNPPKFDKIEDMAMLTFLHEPAVLFN 

LKERYAAWMIYTYSGLFCVTVNPYKWLPVYNAEVVAAYRGKKRSEAPPHIF 

SISDNAYQYMLTDRENQSILITGESGAGKTVNTKRVIQYFASIAAIGDRGKKD 

NANANKGTLEDQIIQANPALEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLAS 

ADIETYLLEKSRVIFQLKAERNYHIFYQILSNKKPELLDMLLVTNNPYDYAFVS 

QGEVSVASIDDSEELMATDSAFDVLGFTSEEKAGVYKLTGAIMHYGNMKFK 

QKQREEQAEPDGTEDADKSAYLMGLNSADLLKGLCHPRVKVGNEYVTKGQ 

SVQQVYYSIGALAKAVYEKMFNWMVTRINATLETKQPRQYFIGVLDIAGFEIF 

DFNSFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLQACI 

DLIEKPMGIMSILEEECMFPKATDMTFKAKLYDNHLGKSNNFQKPRNIKGKQ 

EAHFSLIHYAGTVDYNILGWLEKNKDPLNETVVALYQKSSLKLMATLFSSYA 

TADTGDSGKSKGGKKKGSSFQTVSALHRENLNKLMTNLRTTHPHFVRCIIPNE 

RKAPGVMDNPLVMHQLRCNGVLEGIRICRKGFPNRILYGDFRQRYRILNPVAI 

PEGQFIDSRKGTEKLLSSLDIDHNQYKFGHTKVFFKAGLLGLLEEMRDERLSRI 

ITRMQAQARGQLMRIEFKKIVERRDALLVIQWNIRAFMGVKNWPWMKLYFK 

IKPLLKSAETEKEMATMKEEFGRIKETLEKSEARRKELEEKMVSLLQEKNDLQ 

LQVQAEQDNLNDAEERCDQLIKNKIQLEAKVKEMNERLEDEEEMNAELTAK 

KRKLEDECSELKKDIDDLELTLAKVEKEKHATENKVKNLTEEMAGLDEIIAK 

LTKEKKALQEAHQQALDDLQVEEDKVNSLSKSKVKLEQQVDDLEGSLEQEK 

KVRMDLERAKRKLEGDLKLTQESIMDLENDKLQLEEKLKKKEFDINQQNSKI 

EDEQVLALQLQKKLKENQARIEELEEELEAERTARAKVEKLRSDLSRELEEIS 

ERLEEAGGATSVQIEMNKKREAEFQKMRRDLEEATLQHEATAAALRKKHAD 

SVAELGEQIDNLQRVKQKLEKEKSEFKLELDDVTSNMEQIIKAKANLEKVSRT 

LEDQANEYRVKLEEAQRSLNDFTTQRAKLQTENGELARQLEEKEALISQLTR 

GKLSYTQQMEDLKRQLEEEGKAKNALAHALQSARHDCDLLREQYEEETEAK 

AELQRVLSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDAEEAVE 

AVNAKCSSLEKTKHRLQNEIEDLMVDVERSNAAAAALDKKQRNFDKILAEW 

KQKYEESQSELESSQKEARSLSTELFKLKNAYEESLEHLETFKRENKNLQEEIS 

DLTEQLGEGGKNVHELEKVRKQLEVEKLELQSALEEAEASLEHEEGKILRAQ 

LEFNQIKAEIERKLAEKDEEMEQAKRNHQRVVDSLQTSLDAETRSRNEVLRV 

KKKMEGDLNEMEIQLSHANRMAAEAQKQVKSLQSLLKDTQIQLDDAVRAN 

DDLKENIAIVERRNNLLQAELEELRAVVEQTERSRKLAEQELIETSERVQLLHS 

QNTSLINQKKKMESDLTQLQSEVEEAVQECRNAEEKAKKAITDAAMMAEEL 

KKEQDTSAHLERMKKNMEQTIKDLQHRLDEAEQIALKGGKKQLQKLEARVR 

ELEGELEAEQKRNAESVKGMRKSERRIKELTYQTEEDKKNLLRLQDLVDKLQ 

LKVKAYKRQAEEAEEQANTNLSKFRKVQHELDEAEERADIAESQVNKLRAK 

SRDIGAKQKMHDEE 

SEQ ID NO: 94 

Figure 34- Full-length Amino Acid Sequence (mMBLR) 

MDEAETDATENKRASEAKRASAMPPPPPPPPPISPPALIPAPAAGEEGPASLGQA 

GAAGCSRSRPPALEPERSLGRLRGRFEDYDEELEEEEEMEEEEEEEEEMSHFSL 

RLESGRADSEDEEERLINLVELTPYILCSICKGYLIDATTITECLHTFCKSCIVRH 

FYYSNRCPKCNIWHQTQPLYNIRLDRQLQDIVYKLVINLEEREKKQMHDFYK 

ERGLEVPKPAAPQPVPSSKGKTKKVLESVFRIPPELDMSLLLEFIGANEDTGHF 



KPLEKKFVRVSGEATIGHVEKFLRRKMGLDPACQVDIICGDHLLERYQTLREIR 
RAIGDTAMQDGLLVLHYGLVVSPLKIT 

SEQ ID NO: 95 

Figure 35- Full-length Amino Acid Sequence (mZFP144) 

MHRTTRIKITELNPHLMCALCGGYFIDATTIVECLHSFCKTCIVRYLETNKYCP 

MCDVQVHKTRPLLSIRSDKTLQDIVYKLVPGLFKDEMKRRRDFYAAYPLTEVP 

NGSNEDRGEVLEQEKGALGDDEIVSLSIEFYEGVRDREEKKNLTENGDGDKE 

KTGVRFLRCPAAMTVMHLAKFLRNKMDVPSKYKVEILYEDEPLKEYYTLMDI 

AYIYPWRRNGPLPLKYRVQPACKRLTLPTVPTPSEGTNTSGASECESVSDKAPS 

PATLPATSSSLPSPATPSHGSPSSHGPPATHPTSPTPPSTAAGTTTATNGGTSNCLQ 

TPSSTSRGRKMTVNGAPCPP 

SEQ ID NO: 96 

Figure 37- Full-length Amino Acid Sequence (14-3-3epsilon) 

MDDREDLVYQAKLAEQAERYDEMVESMKKVAGMDVELTVEERNLLSVAYK 

NVIGARRASWRIISSIEQKEENKGGEDKLKMIREYRQMVETELKLICCDILDVL 

DKHLIPAANTGESKVFYYKMKGDYHRYLAEFATGNDRKEAAENSLVAYKAAS 

DIAMTELPPTHPIRLGLALNFSVFYYEILNSPDRACRLAKAAFDDAIAELDTLS 

EESYKDSTLIMQLLRDNLTLWTSDMQGDGEEQNKEALQDVEDENQ 

SEQ D3 NO: 97 

Figure 39- Full-length Amino Acid Sequence (mCATNB) 

MATQADLMELDMAMEPDRKAAVSHWQQQSYLDSGIHSGATTTAPSLSGKGN 

PEEEDVDTSQVLYEWEQGFSQSFTQEQVADIDGQYAMTRAQRVRAAMFPETL 

DEGMQIPSTQFDAAHPTNVQRLAEPSQMLKHAVVNLINYQDDAELATRAIPEL 

TKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSPQMVSAIVRTMQNTN 

DVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLFYAITTLH 

NLLLHQEGAKMAVRLAGGLQKMVALLNKTNVKFLAITTDCLQILAYGNQES 

KLIILASGGPQALVNIMRTYTYEKLLWTTSRVLKVLSVCSSNKPAIVEAGGMQ 

ALGLHLTDPSQRLVQNCLWTLRNLSDAATKQEGMEGLLGTLVQLLGSDDINV 

VTCAAGILSNLTCNNYKNKMMVCQVGGIEALVRTVLRAGDREDITEPAICALR 

HLTSRHQEAEMAQNAVRLHYGLPVVVKLLHPPSHWPLIKATVGLIRNLALCP 

ANHAPLREQGAIPRLVQLLVRAHQDTQRRTSMGGTQQQFVEGVRMEEIVEGC 

TGALHILARDVHNRIVIRGLNTIPLFVQLLYSPIENIQRVAAGVLCELAQDKEA 

AEAIEAEGATAPLTELLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSVELTSS 

LFRTEPMAWNETADLGLDIGAQGEALGYRQDDPSYRSFHSGGYGQDALGMD 

PMMEHEMGGHHPGADYPVDGLPDLGHAQDLMDGLPPGDSNQLAWFDTDL 

SEQ D3 NO: 98 

Figure 40- Full-length Amino Acid Sequence (mCATNS) 

MDDSEVESTASILASVKEQEAQFEKLTRALEEERRHVSAQLERVRVSPQDANS 

LMANGTLTRRHQNGRFVGDADLERQKFSDLKLNGPQDHNHLLYSTIPRMQE 

PGQIVETYTEEDPEGAMSVVSVETTDDGTTRRTETTVKKVVKTMTTRTVQPV 

PMGPDGLPVDASAVSNNY1QTLGRDFRKNGNGGPGPYVGQAGTATLPRNFH 

YPPDGYGRHYEDGYPGGSDNYGSLSRVTRIEERYRPSMEGYRAPSRQDVYGP 



QPQVRVGGSSVDLHRFHPEPYGLEDDQRSMGYDDLDYGMMSDYGTARRTG 

TPSDPRRRLRSYEDMIGEEVPPDQYYWAPLAQHERGSLASLDSLRKGMPPPS 

NWRQPELPEVIAMLGFRLDAVKSNAAAYLQHLCYRNDKVKTDVAKLKGIPIL 

VGLLDHPKKEVHLGACGALKNISFGRDQDNKIAIKNCDGVPALVRLLRKARD 

MDLTEVITGTLWNLSSHDSIKMEIVDHALHALTDEVIIPHSGWEREPNEDCKP 

RHIEWESVLTNTAGCLRNVSSERSEARRKLRECDGLVDALIFIVQAEIGQKDS 

DSKLVENCVCLLRNLSYQVHREIPQAERYQEALPTVANSTGPHAASCFGAKK 

GKGKKPTEDPANDTVDFPKRTSPARGYELLFQPEVVRIYISLLKESNTPAILEA 

SAGAIQNLCAGRWTYGRYIRSALRQEKALSARAELLTSEHERVVKAASGALR 

NLAVDARNKELIGKHARPNLVKNLPGGQQNSSWNFSEDTVVSILNTINEVIAE 

NLEAAKKLRETQGIEKLVLINKSGNRSEKEVRAAALVLQTIWGYKELRKPLE 

KEGWKKSDFQVNLNNASRSQSSHSYDDSTLPLIDRNQKSDNNYSTLNERGDH 

NRTLDRSGDLGDMEPLKGAPLMQKI 

SEQ ID NO: 99 

Figure 41- Full-length Amino Acid Sequence (mSWAN) 

MAVVIRLQGLPIVAGTMDIRHFFSGLTIPDGGVHIVGGELGEAFIVFATDEDAR 

LGMMRTGGTIKGSKVTLLLSSKTEMQNMIELSRRRFETANLDIPPANASRSGPP 

PSSGMSSRVNLPATVPNFNNPSPSVVTATTSVHESNKNIQTFSTASVGTAPPSM 

GTSFGSPTFSSTIPSTASPMNTVPPPPIPPIPAMPSLPPLPSIPPIPVPPPVPTLPPVP 

PVPPIPPVPSVPPMTTLPPMSGMPPLNPPPVAPLPAGMNGSGAPIGLNNNMNPV 

FLGPLNPVNSIQMNSQSSVKSLPINPDDLYVSVHGMPFSAMENDVREFFHGLR 

VDAVHLLKDHVGRNNGNGLVKFLSPQDTFEALKRNRMLMIQRYVEVSPATER 

QWVAAGGHITFKQSMGPSGQAHPPPQTLPRSKSPSGQKRSRSRSPHEAGFCVY 

LKGLPFEAENKHVIDFFKKLDIVEDSIYIAYGPNGKATGEGFVEFRNDADYKA 

ALCRHKQYMGNRFIQVHPITKKGMLEKIDMIRKRLQNFSYDQRELVLNPEGE 

VSSAKVCAHITNIPFSITKMDVLQFLEGIPVDENAVHVLVDNNGQGLGQALVQ 

FKTEDDAHKSEHLHRKKLNGREAFVHIVTLEDMREIEKNPPAQGKKGLKISVP 

GNPAVPVIPSAGMPAAGIPTAGIPGAGLPSAGMPGAGMPSSGMPGPGMPGPGI 

PGAGIPGPAMPGPAMPGPAMPGPAMPGPAMPGPAMPGPAMPGPAMPGPAIPGP 

AIPGPAIPGPAIPGPTIPGAGIPSAGGEEHVFLTVGSKEANNGPPFNFPGNFGGPN 

AFGPPLPPPGLGGGGAFGDARPGMPSVGNSGLPGLGLDVPGFGGGNNISGPSG 

FGGIPQNFGNGPGSLNAPPGFGSGPPGLGSVPGHLSGPPAFGPGPGPGLIHIGGP 

PGFGASSGKPGPTIIKVQNMPFTVSIDEILDFFYGYQVIPGSVCLKYNEKGMPT 

GEAMVAFESRDEATAAVIDLNDRPIGSRKVKLVLG 

SEQ ID NO: 100 

Figure 42- Partial Amino Acid Sequence (m2300003P22Rik(248)) 

-KEGRREHAFVPEPFTGTNLAPSLWLHRFEVIDDLNHWDHATKLRFLKESLKG 
DALDVYNGLSSQAQGDFSFVKQALLRAFGAPGEAFSEPEEVLFANSMGKGYY 
LKGKVGHVPVRFLVDSGAQVSVVHPALWEEVTDGDLDTLRPFNNVVKVANG 
AEMKILGVWDTEISLGKTKLKAEFLVANASAEEAIIGTDVLQDHNAVLDFEHR 
TCTLKGKKFRLLPVGSSLEDEFDLELIEEEEGSSAPEGSH 



SEQ ID NO: 101 

Figure 44- Full-length Amino Acid Sequence (PCNT2) 

NH 2 -MEVEQEQRRRKVEAGRTKLAHFRQRKTKGDSSHSEKKTAKRKGSAVD 

ASVQEESPVTKEDSALCGGGDICKSTSCDDTPDGAGGAFAAQPEDCDGEKRE 

DLEQLQQKQVNDHPPEQCGMFTVSDHPPEQHGMFTVGDHPPEQRGMFTVSD 

HPPEQHGMFTVSDHPPEQRGMFTISDHQPEQRGMFTVSDHTPEQRGIFTISDH 

PAEQRGMFTKECEQECELAITDLESGREDEAGLHQSQAVHGLELEALRLSLSN 

MHTAQLELTQANLQKEKETALTELREMLNSRRAQELALLQSRQQHELELLRE 

QHAREKEEVVLRCGQEAAELKEKLQSEMEKNAQIVKTLKEDWESEKDLCLE 

NLRKELSAKHQSEMEDLQNQFQKELAEQRAELEKIFQDKNQAERALRNLESH 

HQAAIEKLREDLQSEHGRCLEDLEFKFKESEKEKQLELENLQASYEDLKAQSQ 

EEIRRLWSQLDSARTSRQELSELHEQLLARTSRVEDLEQLKQREKTQHESELE 

QLR1YFEKKLRDAEKTYQEDLTLLQQRLQGAREDALLDSVEVGLSCVGLEEK 

PEKGRKDHVDELEPERHKESLPRFQAELEESHRHQLEALESPLCIQHEGHVSD 

RCCVETSALGHEWRLEPSEGHSQELPWVHLQGVQDGDLEADTERAARVLGL 

ETEHKVQLSLLQTELKEEIELLKIENRNLYGKLQHETRLKDDLEKVKHNLIED 

HQKELNNAKQKTELMKQEFQRKETDWKVMKEELQREAEEKLTLMLLELRE 

KAESEKQTIINKFELREAEMRQLQDQQAAQILDLERSLTEQQGRLQQLEQDLT 

SDDALHCSQCGREPPTAQDGELAALHVKEDCALQLMLARSRFLEERKEITEK 

FSAEQDAFLQEAQEQHARELQLLQERHQQQLLSVTAELEARHQAALGELTAS 

LESKQGALLAARVAELQTKHAADLGALETRHLSSLDSLESCYLSEFQTIREEH 

RQALELLRADFEEQLWKKDSLHQTILTQELEKLKRKHEGELQSVRDHLRTEV 

STELAGTVAHELQGVHQGEFGSEKKTALHEKEETLRLQSAQAQPFHQEEKES 

LSLQLQKKNHQVQQLKDQVLSLSHEIEECRSELEVLQQRRERENREGANLLS 

MLKADVNLSHSERGALQDALRRLLGLFGETLRAAVTLRSRIGERVGLCLDDA 

GAGLALSTALALEEMWSDVALPELDRTLSECAEMSSVAEISSHMCESFLMSPE 

SVRECEQPIRRVFQSLSLAVDGLMEMALDSSSQLEEARQIHSRFEKEFSFKNEE 

TAQVVRKHQELLECLKEESAAKAELALELHKTQGTLEGFKVETADLKEVLA 

GKEDSEHRLVLELESLRRQLQQAAQEQAALREECTRLWSRGEATATDAEARE 

AALRKEVEDLTKEQSETRKQAEKDRSALLSQMKILESELEEQLSQHRGCAKQ 

AEAVTALEQQVASLDKHLRNQRQFMDEQAAEREHEREEFQQEIQRLEGQLR 

QAAKPQPWGPRDSQQAPLDGEVELLQQKLREKLDEFNELAIQKESADRQVL 

MQEEEIKRLEEMNINIRKKVAQLQEEVEKQKNIVKGLEQDKEVLKKQQMSSL 

LLASTLQSTLDAGRCPEPPSGSPPEGPEIQLEVTQRALLRRESEVLDLKEQLEK 

MKGDLESKNEEILHLNLKLDMQNSQTAVSLRELEEENTSLKVIYTRSSEIEELK 

ATIENLQENQKRLQKEKAEEIEQLHEVIEKLQHELSLMGPVVHEVSDSQAGSL 

QSELLCSQAGGPRGQALQGELEAALEAKEALSRLLADQERRHSQALEALQQR 

LQGAEEAAELQLAELERNVALREAEVEDMASRIQEFEAALKAKEATIAERNL 

EIDALNQRKAAHSAELEAVLLALARIRRALEQQPLAAGAAPPELQWLRAQCA 

RLSRQLQVLHQRFLRCQVELDRRQARRATAHTRVPGAHPQPRMDGGAKAQ 

VTGDVEASHDAALEPVVPDPQGDLQPVLVTLKDAPLCKQEGVMSVLTVCQR 

QLQSELLLVKNEMRLSLEDGGKGKEKVLEDCQLPKVDLVAQVKQLQEKLNR 

LLYSMTFQNVDAADTKSLWPMASAHLLESSWSDDSCDGEEPDISPfflDTCDA 

NTATGGVTDVIKNQAIDACDANTTPGGVTDVIKNWDSLIPDEMPDSPIQEKSE 

CQDRSLSSPTSVLGGSRHQSHTAEAGPRKSPVGMLDLSSWSSPEVLRKDWTL 

EPWPSLPVTPHSGALSLCSADTSLGDRADTSLPQTQGPGLLCSPGVSAAALAL 

QWAESPPADDHHVQRTAVEKDVEDFITTSFDSQETLSSPPPGLEGKADRSEKS 

DGSGFGARLSPGSGGPEAQTAGPVTPASISGRFQPLPEAMKEKEVRPKHVKAL 

LQMVRDESHQILALSEGLAPPSGEPHPPRKEDEIQDISLHGGKTQEVPTACPD 



WRGDLLQVVQEAFEKEQEMQGVELQPRLSGSDLGGHSSLLERLEKIIREQGD 

LQEKSLEHLRLPDRSSLLSEIQALRAQLRMTHLQNQEKLQHLRTALTSAEARG 

SQQEHQLRRQVELLAYKVEQEKCIAGDLQKTLSEEQEKANSVQKLLAAEQTV 

VRDLKSDLCESRQKSEQLSRSLCEVQQEVLQLRSMLSSKENELKAALQELESE 

QGKGRALQSQLEEEQLRHLQRESQSAKALEELRASLETQRAQSSRLCVALKH 

EQTAKDNLQKELRIEHSRCEALLAQERSQLSELQKDLAAEKSRTLELSEALRH 

ERLLTEQLSQRTQEACVHQDTQAHHALLQKLKEEKSRVVDLQAMLEKVQQQ 

ALHSQQQLEAEAQKHCEALRREKEVSATLKSTVEALHTQKRELRCSLERERE 

KPAWLQAELEQSHPRLKEQEGRKAARRSAEARQSPAAAEQWRKWQRDKEK 

LRELELQRQRDLHKIKQLQQTVRDLESKDEVPGSRLHLGSARRAAGSDADHL 

REQQRELEAMRQRLLSAARLLTSFTSQAVDRTVNDWTSSNEKAVMSLLHTLE 

ELKSDLSRPTSSQKKMAAELQFQFVDVLLKDNVSLTKALSTVTQEKLELSRA 

VSKLEKLLKHHLQKGCSPSRSERSAWKPDETAPQSSLRRPDPGRLPPAASEEA 

HTSNVKMEKLYLHYLRAESFRKALIYQKKYLLLLIGGFQDSEQETLSMIAHLG 

VFPSKAERKITSRPFTRFRTAVRVVIAILRLRFLVKKWQEVDRKGALAQGKAP 

RPGPRARQPQSPPRTRESPPTRDVPSGHTRDPARGRRLAAAASPHSGGRATPS 

PNSRLERSLTASQDPEHSLTEYIHHLEVIQQRLGGVLPDSTSKKSCHPMIKQ 

SEQ ID NO: 102 

Figure 45- Full-length Amino Acid Sequence (KPNA4) 

MADNEKLDNQRLKNFKNKGRDLETMRRQRNEVVVELRKNKRDEHLLKRRN 

VPHEDICEDSDIDGDYRVQNTSLEAIVQNASSDNQGIQLSAVQAARKLLSSDR 

NPPIDDLIKSGTLPILVHCLERDDNPSLQFEAAWALTNIASGTSEQTQAVVQSNA 

VPLFLRLLHSPHQNVCEQAVWALGNIIGDGPQCRDYVISLGVVKPLLSFISPSIP 

ITFLRNVTWVMVNLCRHKDPPPPMETIQEILPALCVLTHHTDVNTLVDTVWALS 

YLTDAGNEQTQMVIDSGIVPHLVPLLSHQEVKVQTAALRAVGNIVTGTDEQTQ 

VVLNCDALSHFPALLTHPKEKrNKEAVWFLSNTTAGNQQQVQAVIDANLVPMII 

HLLDKGDFGTQKEAAWAISNLTISGRKDQVAYLTQQNVIPPFCNLLTVKDAQV 

VQVVLDGLSNILKMAEDEAETIGNLIEECGGLEKIEQLQNHENEDIYKLAYEII 

DQFFSSDDIDEDPSLVPEAIQGGTFGFNSSANVPTEGFQF 

SEQ ID NO: 103 

Figure 46- Full-length Amino Acid Sequence (MAPKAP1) 

MAFLDNPTIILAHIRQSHVTSDDTGMCEMVLIDHDVDLEKIHPPSMPGDSGSEI 

QGSNGETQGYVYAQSVDITSSWDFGIRRRSNTAQRLERLRKERQNQIKCKNIQ 

WKERNSKQSAQELKSLFEKKSLKEKPPISGKQSILSVRLEQCPLQLNNPFNEYS 

KFDGKGHVGTTATKKIDVYLPLHSSQDRLLPMTVVTMASARVQDLIGLICWQ 

YTSEGREPKLNDNVSAYCLHIAEDDGEVDTDFPPLDSNEPIHKFGFSTLALVEK 

YSSPGLTSKESLFVRINAAHGFSLIQVDNTKVTMKEILLKAVKRRKGSQKVSG 

SRADGVFEEDSQIDIATVQDMLSSHHYKSFKVSMIHRLRFTTDVQLGISGDKV 

EIDPVTNQKASTKFWIKQKPISIDSDLLCACDLAEEKSPSHAIFKLTYLSNHDY 

KHLYFESDAATVNEIVLKVNYILESRASTARADYFAQKQRKLNRRTSFSFQKE 

KKSGQQ 



SEQ ED NO: 104 

Figure 47- Full-length Amino Acid Sequence (mTPTl) 

MIIYRDLISHDELFSDIYKIREIADGLCLEVEGKMVSRTEGAIDDSLIGGNASAE 
GPEGEGTESTVVTGVDIVMNHHLQETSFTKEAYKKYIKDYMKSLKGKLEEQK 
PERVKPFMTGAAEQIKHILANFNNYQFFIGENMNPDGMVALLDYREDGVTPF 
MIFFKDGLEMEKC 

SEQ ID NO: 105 

Figure 48- Partial Amino Acid Sequence (mAK014397(679)) (SEQ ID NO: 105) 

QSRSRFQLNLDKTIESCKAQLGINEISEDVYTAVEHSDSEDSEKSESSDRXYVS 

DEEQKPKNEPEDPEDKEGSRVDKEAPAIKRKPKPTNQVEVKEEAKSNSPVSEK 

PDPTPAKDKASPEPEKDFVEKAKPSPHPTKDKLKGKDETDSPTVHLGLDSDSE 

SELVIDLGEDPSGREGRKNKKDPKVPSPKQDAIGKPPPSSTSAGNQSPPETPVL 

TRSATQAPAAGVTVAAATTSTMSTVTVTAPATAVTGSPVKKQRPLLPKETVP 

AVQRVVWNASSKFQTSSQKWHMQKIQRQQQQQQQQQQSQQQSQQQQPQSS 

QGTRYQTRQAVKAVQQKEVTQSPSTSTITLVTSTQPAALVSSSGSASTLASAI 

NADLPIATASADVAADIAKYTSKMMDAIKGTMTEIYNDLSKNTTGSTIAEIRR 

LRIEIEKLQWLHQQELAEMKHNLELTMAEMRQSLEQERDRLIAEVKKQLELE 

KQQAVDETKKKQWCANCKKEAIFYCCWNTSYCDYPCQQAHWPEHMKSCT 

QSATAPQQEADAEASTETGNKSSQGNSSNTQSAPSEPASAPKEKEAPAEKSKD 

SSNSTLDLSGSRETPSSMLLGSNQSSVSKRCDKQPAYTPTTTDHQPHPNYPAQ 

KYHSRSSKAGLWSSSEEKRASSRSEHSGGTSTKNLMPKESRESRLDAFWD 

SEQ ID NO: 106 

Figure 49- Full-length Amino Acid Sequence (mHRMTlLl) 

MEAPGEGPCSESQVIPVLEEDPVDYGCEMQLLQDGAQLQLQLQPEEFVAIAD 

YTATDETQLSFLRGEKILILRQTTADWWWGERAGCCGYIPANHLGKQLEEYD 

PEDTWQDEEYFDSYGTLKLHLEMLADQPRTTKYHSVILQNKESLKDKVILDV 

GCGTGIISLFCAHHARPKAVYAVEASDMAQHTSQLVLQNGFADTITVFQQKVE 

DVVLPEKVDVLVSEWMGTCLLFEFMIESILYARDTWLKGDGIIWPTTAALHLV 

PCSAEKDYHSKVLFWDNAYEFNLSALKSLAIKEFFSRPKSNHILKPEDCLSEPC 

TILQLDMRTVQVPDLETMRGELRFDIQKAGTLHGFTAWFSVYFQSLEEGQPQ 

QVVSTGPLHPTTHWKQTLFMMDDPVPVHTGDVVHGFCCVTKKSGMEKAHV 

CLSELGCHVRTRSHVSTELETGSFRSGGDS 

SEQ ID NO: 107 

Figure 50- Full-length Amino Acid Sequence (HRMT1L1(241)) 

MATSGDCPRSESQGEEPAECSEAGLLQEGVQPEEFVAIADYAATDETQLSFLRG 

EKILILRQTTADWWWGERAGCCGYIPANHVGKHVDEYDPEDTWQDEEYFGS 

YGTLKLHLEMLADQPRTTKYHSVILQNKESLTDKVILDVGCGTGIISLFCAHY 

ARPRAVYAVEASEMAQHTGQLVLQNGFADIITVYQQKVEDVVLPEKVDVLVS 

EWMGTCLLKQQSSEGDASKDTTGVLDCQQTI 

SEQ ID NO: 108 

Figure 51- Partial Amino Acid Sequence (SAT(204)) 



RRGRSRETNEEPPPPTVQVQGPGPQREEKQKTKMAKFVIRPATAADCSDILRLI 
KELAKYEYMEEQVILTEKDLLEDGFGEHPFYHCLVAEVPKEHWTPEGHSIVGF 
AMYYFTYDPWIGKLLYLEDFFVMSDYRGFGIGSEILKNLSQVAMRCRCSSMH 
FLVAEWNEPSINFYKRRGASDLSSEEGWRLFKIDKEYLLKMATEE 

SEQ ID NO: 109 

Figure 52- Partial Amino Acid Sequence (BC023995(305)) 

FCELSSPAEMANVLCNRARLVSYLPGFCSLVKRVVNPKAFSTAGSSGSDESHV 

AAAPPDICSRTVWPDETMGPFGPQDQRFQLPGNIGFDCHLNGTASQKKSLVH 

KTLPDVLAEPLSSERHEFVMAQYVNEFQGNDAPVEQEINSAETYFESARVECA 

IQTCPELLRKDFESLFPEVANGKLMILTVTQKTKNDMTVWSEEVEIEREVLLE 

KFINGAKEICYALRAEGYWADFIDPSSGLAFFGPYTNNTLFETDERYRHLGFSV 

DDLGCCKVIRHSLWGTHVVVGSIFTNATPDSHIMKKLSGN 

SEQ ID NO: 110 

Figure 53- Full-length Amino Acid Sequence (TTN) 

NH 2 -MTTQAPTFTQPLQSVVVLEGSTATFEAHISGFPVPEVSWFRDGQVISTSTL 

PGVQISFSDGRAKLTIPAVTKANSGRYSLKATNGSGQATSTAELLVKAETAPP 

NFVQRLQSMTVRQGSQVRLQVRVTGIPTPVVKFYRDGAEIQSSLDFQISQEGD 

LYSLLIAEAYPEDSGTYSVNATNSVGRATSTAELLVQGEEEVPAKKTKTIVST 

AQISESRQTRIEKKIEAHFDARSIATVEMVIDGAAGQQLPHKTPPRIPPKPKSRS 

PTPPSIAAKAQLARQQSPSPIRHSPSPVRHVRAPTPSPVRSVSPAARISTSPIRSV 

RSPLLMRKTQASTVATGPEVPPPWKQEGYVASSSEAEMRETTLTTSTQIRTEE 

RWEGRYGVQEQVTISGAAGAAASVSASASYAAEAVATGAKEVKQDADKSA 

AVATVVAAVDMARVREPVISAVEQTAQRTTTTAVHIQPAQEQVRKEAEKTA 

VTKVVVAADKAKEQELKSRTKEVITTKQEQMHVTHEQIRKETEKTFVPKVVI 

SAAKAKEQETRISEEITKKQKQVTQEAIMKETRKTVVPKVIVATPKVKEQDLV 

SRGREGITTKREQVQITQEKMRKEAEKTALSTIAVATAKAKEQETILRTRETM 

ATRQEQIQVTHGKVDVGKKAEAVATVVAAVDQARVREPREPGHLEESYAQQ 

TTLEYGYKERISAAKVAEPPQRPASEPHVVPKAVKPRVIQAPSETHIKTTDQK 

GMHISSQIKKTTDLTTERLVHVDKRPRTASPHFTVSKISVPKTEHGYEASIAGS 

AIATLQKELSATSSAQKITKSVKAPTVKPSETRVRAEPTPLPQFPFADTPDTYK 

SEAGVEVKKEVGVSITGTTVREERFEVLHGREAKVTETARVPAPVEIPVTPPT 

LVSGLKNVTVIEGESVTLECHISGYPSPTVTWYREDYQIESSIDFQITFQSGIAR 

LMIREAFAEDSGRFTCSAVNEAGTVSTSCYLAVQVSEEFEKETTAVTEKFTTE 

EKRFVESRDVVMTDTSLTEEQAGPGEPAAPYFITKPVVQKLVEGGSVVFGCQ 

VGGNPKPHVYWKKSGVPLTTGYRYKVSYNKQTGECKLVISMTFADDAGEYT 

IVVRNKHGETSASASLLEEADYELLMKSQQEMLYQTQVTAFVQEPKVGETAP 

GFVYSEYEKEYEKEQALIRKKMAKDTVVVRTYVEDQEFHISSFEERLIKEIEY 

RIIKTTLEELLEEDGEEKMAVDISESEAVESGFDLRIKNYRILEGMGVTFHCKM 

SGYPLPKIAWYKDGKRIKHGERYQMDFLQDGRASLRIPVVLPEDEGIYTAFAS 

NIKGNAICSGKLYVEPAAPLGAPTYIPTLEPVSRIRSLSPRSVSRSPIRMSPARM 

SPARMSPARMSPARMSPGRRLEETDESQLERLYKPVFVLKPVSFKCLEGQTA 

RFDLKVVGRPMPETFWFHDGQQIVNDYTHKVVIKEDGTQSLIIVPATPSDSGE 

WTVVAQNRAGRSSISVILTVEAVEHQVKPMFVEKLKNVNIKEGSRLEMKVRA 

TGNPNPDIVWLKNSDIIVPHKYPKIRIEGTKGEAALKIDSTVSQDSAWYTATAI 

NKAGRDTTRCKVNVEVEFAEPEPERKLIIPRGTYRAKEIAAPELEPLHLRYGQ 

EQWEEGDLYDKEKQQKPFFKKKLTSLRLKRFGPAHFECRLTPIGDPTMVVEW 



LHDGKPLEAANRLRMINEFGYCSLDYGVAYSRDSGIITCRATNKYGTDHTSA 

TLIVKDEKSLVEESQLPEGRKGLQRIEELERMAHEGALTGVTTDQKEKQKPDI 

VLYPEPVRVLEGETARFRCRVTGYPQPKVNWYLNGQLIRKSKPvFRVRYDGIH 

YLDIVDCKSYDTGEVKVTAENPEGVIEHKVKLEIQQREDFRSVLRRAPEPRPE 

FHVHEPGKLQFEVQKVDRPVDTTETKEVVKLKRAERITHEKVPEESEELRSKF 

KRRTEEGYYEAITAVELKSRKKDESYEELLRKTKDELLHWTKELTEEEKKAL 

AEEGKITIPTFKPDKIELSPSMEAPKIFERIQSQTVGQGSDAHFRVRVVGKPDPE 

CEWYKNGVKIERSDRIYWYWPEDNVCELVIRDVTAEDSASIMVKAINIAGET 

SSHAFLLVQAKQLITFTQELQDVVAKEKDTMATFECETSEPFVKVKWYKDG 

N4EVHEGDKYRMHSDRKVHFLSILTIDTSDAEDYSCVLVEDENVKTTAKLIVE 

GAVVEFVKELQDIEVPESYSGELECIVSPENIEGKWYHNDVELKSNGKYTITS 

RRGRQNLTVKDVTKEDQGEYSFVIDGKKTTCKLKMKPRPIAILQGLSDQKVC 

EGDIVQLEVKVSLESVEGVWMKDGQEVQPSDRVHIVIDKQSHMLLIEDMTKE 

DAGNYSFTIPALGLSTSGRVSVYSVDVITPLKDVNVIEGTKAVLECKVSVPDV 

TSVKWYLNDEQIKPDDRVQAIVKGTKQRLVINRTHASDEGPYKLIVGRVETN 

CNLSVEKIKIIRGLRDLTCTETQNVVFEVELSHSGIDVLWNFKDKEIKPSSKYKI 

EAHGKIYKLTVLNMMKDDEGKYTFYAGENITSGKLTVAGGAISKPLTDQTVA 

ESQEAVFECEVANPDSKGEWLRDGKHLPLTNNIRSESDGHKRRLIIAATKLDD 

IGEYTYKVATSKTSAKLKVEAVKIKKTLKNLTVTETQDAVFTVELTHPNVKG 

VQWIKNGVVLESNEKYAISVKGTIYSLRIKNCAIVDESVYGFRLGRLGASARL 

HVETVKIIKKPKDVTALENATVAFEVSVSHDTVPVKWFHKSVEIKPSDKHRL 

VSERKVHKLMLQNISPSDAGEYTAVVGQLECKAKLFVETLHITKTMKNIEVP 

ETKTASFECEVSHFNVPSMWLKNGVEIEMSEKFKIVVQGKLHQLIIMNTSTED 

SAEYTFVCGNDQVSATLTVTPIMITSMLKDINAEEKDTITFEVTVNYEGISYK 

WLKNGVEIKSTDKCQMRTKKLTHSLNIRNVHFGDAADYTFVAGKATSTATL 

YVEARHIEFRKHIKDIKVLEKKRAMFECEVSEPDITVQWMKDDQELQITDRIK 

IQKEKYVHRLLIPSTRMSDAGKYTVVAGGNVSTAKLFVEGRDVRIRSIKKEVQ 

VIEKQRAVVEFEVNEDDVDAHWYKDGIEINFQVQERHKYVVERRIHRMFISE 

TRQSDAGEYTFVAGRNRSSVTLYVNAPEPPQVLQELQPVTVQSGKPARFCAV 

ISGRPQPKISWYKEEQLLSTGFKCKFLHDGQEYTLLLIEAFPEDAAVYTCEAK 

NDYGVATTSASLSVEVPEVVSPDQEMPVYPPAIITPLQDTVTSEGQPARFQCR 

VSGTDLKVSWYSKDKKIKPSRFFRMTQFEDTYQLEIAEAYPEDEGTYTFVASN 

AVGQVSSTANLSLEVQALDRQSSGKDVRESTKSQAVADSSFTKEESKISQKEI 

KSFQGSSYEYEVQVFESVSQSSIHTAASVQDTQLCHTASLSQIAESTELSKECA 

KESTGEAPKIFLHLQDVTVKCGDTAQFLCVLKDDSFIDVTWTHEGAKIEESER 

LKQSQNGNIQFLTICNVQLVDQGLYSCIVHNDCGERTTSAVLSVEGAPESILHE 

RIEQEIEMEMKEFSSSFLSAEEEGLHSAELQLSKINETLELLSESPVYSTKFDSE 

KEGTGPIFIKEVSNADISMGDVATLSVTVIGIPKPKIQWFFNGVLLTPSADYKF 

VFDGDDHSLIILFTKLEDEGEYTCMASNDYGKTICSAYLKINSKGEGHKDTET 

ESAVAKSLEKLGGPCPPHFLKELKPIRCAQGLPAIFEYTVVGEPAPTVTWFKE 

NKQLCTSVYYTIIHNPNGSGTFIVNDPQREDSGLYICKAENMLGESTCAAELL 

VLLEDTDMTDTPCKAKSTPEAPEDFPQTPLKGPAVEALDSEQEIATFVKDTIL 

KAALITEENQQLSYEHIAKANELSSQLPLGAQELQSILEQDKLTPESTREFLCIN 

GSIHFQPLKEPSPNLQLQIVQSQKTFSKEGILMPEEPETQAVLSDTEKIFPSAMSI 

EQINSLTVEPLKTLLAEPEGNYPQSSIEPPMHSYLTSVAEEVLSPKEKTVSDTN 

REQRVTLQKQEAQSALILSQSLAEGHVESLQSPDVMISQVNYEPLVPSEHSCT 

EGGKILIESANPLENAGQDSAVRIEEGKSLRFPLALEEKQVLLKEEHSDNVVM 

PPDQIIESKREPVAIKKVQEVQGRDLLSKESLLSGIPEEQRLNLKIQICRALQAA 

VASEQPGLFSEWLRMEKVEVEAVNITQEPRHIMCMYLVTSAKSVTEEVTIIIE 

DVDPQMANLKMELRDALCAIIYEEIDILTAEGPRIQQGAKTSLQEEMDSFSGS 



QKVEPITEPEVESKYLISTEEVSYFNVQSRVKYLDATPVTKGVASAVVSDEKQ 

DESLKPSEEKEESSSESGTEEVATVKIQEAEGGLIKEDGPMIHTPLVDTVSEEG 

DIVHLTTSITNAKEVNWYFENKLVPSDEKFKCLQDQNTYTLVIDKVNTEDHQ 

GEYVCEALNDSGKTATSAKLTVVKRAAPVIKRKIEPLEVALGHLAKFTCEIQS 

APNVRFQWFKAGREIYESDKCSIRSSKYISSLEILRTQVVDCGEYTCKASNEYG 

SVSCTATLTVTVPGGEKKVRKLLPERKPEPKEEVVLKSVLRKRPEEEEPKVEP 

KKLEKVKKPAVPEPPPPKPVEEVEVPTVTKRERKIPEPTKVPEIKPAIPLPAPEP 

KPKPEAEVKTIKPPPVEPEPTPIAAPVTVPVVGKKAEAKAPKEEAAKPKGPIKG 

VPKKTPSPIEAERRKLRPGSGGEKPPDEAPFTYQLKAVPLKFVKEIKDIILTESE 

FVGSSAIFECLVSPSTAITTWMKDGSNIRESPKHRFIADGKDRKLHIIDVQLSD 

AGEYTCVLRLGNKEKTSTAKLVVEELPVRFVKTLEEEVTVVKGQPLYLSCEL 

NKERDVVWRKDGKIVVEKPGRIVPGVIGLMRALTINDADDTDAGTYTVTVE 

NANNLECSSCVKVVEVIRDWLVKPIRDQHVKPKGTAIFACDIAKDTPNIKWF 

KGYDEIPAEPNDKTEILRDGNHLYLKIKNAMPEDIAEYAVEIEGKRYPAKLTL 

GEREVELLKPIEDVTIYEKESASFDAEISEADIPGQWKLKGELLRPSPTCEIKAE 

GGKRFLTLHKVKLDQAGEVLYQALNAITTAILTVKEIELDFAVPLKDVTVPER 

RQARFECVLTREANVIWSKGPDIIKSSDKFDIIADGKKHILVINDSQFDDEGVY 

TAEVEGKKTSARLFVTGIRLKFMSPLEDQTVKEGETATFVCELSHEKMHVVW 

FKNDAKLHTSRTVLISSEGKTHKLEMKEVTLDDISQIKAQVKELSSTAQLKVL 

EADPYFTVKLHDKTAVEKDEITLKCEVSKDVPVKWFKDGEEIVPSPKYSIKAD 

GLRRILKIKKADLKDKGEYVCDCGTDKTKANVTVEARLIKVEKPLYGVEVFV 

GETAHFEIELSEPDVHGQWKLKGQPLTASPDCEIIEDGKKHILILHNCQLGMT 

GEVSFQAANAKSAANLKVKELPLIFITPLSDVKVFEKDEAKFECEVSREPKTFR 

WLKGTQEITGDDRFELIKDGTKHSMVIKSAAFEDEAKYMFEAEDKHTSGKLII 

EGIRLKFLTPLKDVTAKEKESAVFTVELSHDNIRVKWFKNDQRLHTTRSVSM 

QDEGKTHSITFKDLSIDDTSQIRVEAMGMSSEAKLTVLEGDPYFTGKLQDYTG 

VEKDEVILQCEISKADAPVKWFKDGKEIKPSKNAVIKADGKKRMLILKKALK 

SDIGQYTCDCGTDKTSGKLDIEDREIKLVRPLHSVEVMETETARFETEISEDDI 

HANWKLKGEALLQTPDCEIKEEGKIHSLVLHNCRLDQTGGVDFQAANVKSS 

AHLRVKPRVIGLLRPLKDVTVTAGETATFDCELSYEDIPVEWYLKGKKLEPSD 

KVVPRSEGKVHTLTLRDVKLEDAGEVQLTAKDFKTHANLFVKEPPVEFTKPL 

EDQTVEEGATAVLECEVSRENAKVKWFKNGTEILKSKKYEIVADGRVRKLVI 

HDCTPEDIKTYTCDAKDFKTSCNLNVVPPHVEFLRPLTDLQVREKEMARFEC 

ELSRENAKVKWFKDGAEIKKGKKYDIISKGAVRILVINKCLLDDEAEYSCEVR 

TARTSGMLTVLEEEAVFTKNLANIEVSETDTIKLVCEVSKPGAEVIWYKGDEE 

IIETGRYEILTEGRKRILVIQNAHLEDAGNYNCRLPSSRTDGKVKVHELAAEFI 

SKPQNLEILEGEKAEFVCSISKESFPVQWKRDDKTLESGDKYDVIADGKKRVL 

VVKDATLQDMGTYVVMVGAARAAAHLTVIEKLRIWPLKDTRVKEQQEVV 

FNCEVNTEGAKAKWFRNEEAIFDSSKYIILQKDLVYTLRIRDAHLDDQANYN 

VSLTNHRGENVKSAANLIVEEEDLRIVEPLKDIETMEKKSVTFWCKVNRLNV 

TLKWTKNGEEVPFDNRVSYRVDKYKHMLTIKDCGFPDEGEYIVTAGQDKSV 

AELLIIEAPTEFVEHLEDQTVTEFDDAVFSCQLSREKANVKWYRNGREIKEGK 

KYKFEKDGSIHRLIIKDCRLDDECEYACGVEDRKSRARLFVEEIPVEIIRPPQDI 

LEAPGADVVFLAELNKDKVEVQWLRNNMVVVQGDKHQMMSEGKIHRLQIC 

DIKPRDQGEYRFIAKDKEARAKLELAAAPKIKTADQDLVVDVGKPLTMVVPY 

DAYPKAEAEWFKENEPLSTKTIDTTAEQTSFRILEAKKGDKGRYKIVLQNKH 

GKAEGFINLKVIDVPGPVRNLEVTETFDGEVSLAWEEPLTDGGSKJIGYVVER 

RDIKRKTWVLATDRAESCEFTVTGLQKGGVEYLFRVSARNRVGTGEPVETDN 

PVEARSKYDVPGPPLNVTITDVNRFGVSLTWEPPEYDGGAEITNYVIELRDKT 

SIRWDTAMTVRAEDLSATVTDVVEGQEYSFRVRAQNRIGVGKPSAATPFVKV 



ADPIERPSPPVNLTSSDQTQSSVQLKWEPPLKDGGSPILGYIIERCEEGKDNWIR 
CNMKLVPELTYKVTGLEKGNKYLYRVSAENKAGVSDPSEILGPLTADDAFVE 
PTMDLSAFKDGLEVIVPNPITILVPSTGYPRPTATWCFGDKVLETGDRVKMKT 
LSAYAELVISPSERSDKGIYTLKLENRVKTISGEIDVNVIAPvPSAPKELKFGDIT 
5 KDSVHLTWEPPDDDGGSPLTGYVVEKREVSRKTWTKVMDFVTDLEFTVPDL 
VQGKEYLFKVCARNKCGPGEPAYVDEPVNMSTPATVPDPPENVKWRDRTAN 
SIFLTWDPPKNDGGSRIKGYIVERCPRGSDKWVACGEPVAETKMEVTGLEEG 
KWYAYRVKALNRQGASKPSRPTEEIQAVDTQEAPEIFLDVKLLAGLTVKAGT 
KIELPATVTGKPEPKITWTKADMILKQDKRITIENVPKKSTVTIVDSKRSDTGT 

10 YIIEAVNVCGRATAVVEVNVLDKPGPPAAFDITDVTNESCLLTWNPPRDDGG 
SKITNYVVERRATDSEVWHKLSSTVKDTNFKATKLIPNKEYIFRVAAENMYG 
VGEPVQASPITAKYQFDPPGPPTRLEPSDITKDAVTLTWCEPDDDGGSPITGY 
WVERLDPDTDKWVRCNKMPVKDTTYRVKGLTNKKKYRFRVLAENLAGPGK 
PSKSTEPILIKDPIDPPWPPGKPTVKDVGKTSVRLNWTKPEHDGGAKIESYVIE 

15 MLKTGTDEWVRVAEGVPTTQHLLPGLMEGQEYSFRVRAVNKAGESEPSEPS 
DPVLCREKLYPPSPPRWLEVINITKNTADLKWTVPEKDGGSPITNYIVEKRDV 
RRKGWQTVDTTVKDTKCTVTPLTEGSLYVFRVAAENAIGQSDYTEIEDSVLA 
KDTFTTPGPPYALAVVDVTKRHVDLKWEPPKNDGGRPIQRYVIEKKERLGTR 
WVKAGKTAGPDCNFRVTDVIEGTEVQFQVRAENEAGVGHPSEPTEILSIEDPT 

20 SPPSPPLDLHVTDAGRKHIAIAWKPPEKNGGSPIIGYHVEMCPVGTEKWMRV 
NSRP1KDLKFKVEEGVVPDKEYVLRVRAVNAIGVSEPSEISENVVAKDPDCKP 
TIDLETHDIIVIEGEKLSIPVPFRAVPVPTVSWHKDGKEVKASDRLTMKNDHIS 
AHLEVPKSVRADAGIYTITLENKLGSATASINVKVIGLPGPCKDIKASDITKSSC 
KLTWEPPEFDGGTPILHYVLERREAGRRTYIPVMSGENKLSWTVKDLIPNGEY 

25 FFRVKAVNKVGGGEYIELKNPVIAQDPKQPPDPPVDVEVHNPTAEAMTITWK 
PPLYDGGSKIMGYIIEKIAKGEERWKRCNEHLVPILTYTAKGLEEGKEYQFRV 
RAENAAGISEPSRATPPTKAVDPIDAPKVILRTSLEVKRGDEIALDASISGSPYP 
TITWIKDENVIVPEE1KKRAAPLVRRRKGEVQEEEPFVLPLTQRLSIDNSKKGE 
SQLRVRDSLRPDHGLYMIKVENDHGIAKAPCTVSVLDTPGPPINFVFEDIRKTS 

30 VLCKWEPPLDDGGSEIINYTLEKKDKTKPDSEWIVVTSTLRHCKYSVTKLIEG 
KEYLFRVRAENRFGPGPPCVSKPLVAKDPFGPPDAPDKPIVEDVTSNSMLVK 
WNEPKDNGSPILGYWLEKREVNSTHWSRVNKSLLNALKANVDGLLEGLTYV 
FRVCAENAAGPGKFSPPSDPKTAHDPISPPGPPIPRVTDTSSTTIELEWEPPAFN 
GGGEIVGYFVDKQLVGTNEWSRCTEKMIKVRQYTVKEIREGADYKLRVSAV 

35 NAAGEGPPGETQPVTVAEPQEPPAVELDVSVKGGIQIMAGKTLRIPAVVTGRP 
VPTKVWTKEEGELDKDRVVIDNVGTKSEL1IKDALRKDHGRYVITATNSCGS 
KFAAARVEVFDVPGPVLDLKPVVTNRKMCLLNWSDPEDDGGSEITGFIIERK 
DAKMHTWRQPIETERSKCDITGLLEGQEYKFRVIAKNKFGCGPPVEIGPILAV 
DPLGPPTSPERLTYTERTKSTITLDWKEPRSNGGSPIQGYIIEKRRHDKPDFERV 

40 NKRLCPTTSFLVENLDEHQMYEFRVKAVNEIGESEPSLPLNVVIQDDEVPPT1K 
LRLSVRGDTIKVKAGEPVHIPADVTGLPMPKIEWSKNETVIEKPTDALQITKEE 
VSRSEAKTELSIPKAVREDKGTYTVTASNRLGSVFRNVHVEVYDRPSPPRNLA 
VTDIKAESCYLTWDAPLDNGGSEITHYVIDKRDASRKKAEWEEVTNTAVEKR 
YGIWKLIPNGQYEFRVRAVNKYGISDECKSDKVVIQDPYRLPGPPGKPKVLAR 

45 TKGSMLVSWTPPLDNGGSPITGYWLEKREEGSPYWSRVSRAPITKVGLKGVE 
FNVPRLLEGVKYQFRAMAINAAGIGPPSEPSDPEVAGDPIFPPGPPSCPEVKDK 
TKSSISLGWKPPAKDGGSPIKGYIVEMQEEGTTDWKRVNEPDKLITTCECWP 
NLKELRKYRFRVKAVNEAGESEPSDTTGEIPATDIQEEPEVFIDIGAQDCLVCK 
AGSQIRIPAVIKGRPTPKSSWEFDGKAKKAMKDGVHDIPEDAQLETAENSSVII 

50 IPECKRSHTGKYSITAKNKAGQKTANCRVKVMDVPGPPKDLKVSDITRGSCR 



LSWKMPDDDGGDRIKGYVIEKRTIDGKAWTKVNPDCGSTTFVVPDLLSEQQ 

YFFRVRAENRFGIGPPVETIQRTTARDPIYPPDPPIKLKIGLITKNTVHLSWKPP 

KNDGGSPVTHY1VECLAWDPTGTKKEAWRQCNKRDVEELQFTVEDLVEGGE 

YEFRVKAVNAAGVSKPSATVGPCDCQRPDMPPSIDLKEFMEVEEGTNVNIVA 

KIKGVPFPTLTWFKAPPKKPDNKEPVLYDTHVNKLVVDDTCTLVIPQSRRSDT 

GLYTITAVNNLGTASKEMRLNVLGRPGPPVGPIKFESVSADQMTLSWFPPKD 

DGGSKITNYVIEKREANRKTWVHVSSEPKECTYTIPKLLEGHEYVFRIMAQNK 

YGIGEPLDSEPETARNLFSVPGAPDKPTVSSVTRNSMTVNWEEPEYDGGSPVT 

GYWLEMKDTTSKRWKRYNRDPIKAMTLGVSYKVTGLIEGSDYQFRVYAINA 

AGVGPASLPSDPATARDPIAPPGPPFPKVTDWTKSSADLEWSPPLKDGGSKVT 

GYIVEYKEEGKEEWEKGKDKEVRGTKLVVTGLKEGAFYKFRVSAVNIAGIGE 

PGEVTDVIEMKDRLVSPDLQLDASVRDRIVVHAGGVIRIIAYVSGKPPPTVTW 

NMNERTLPQEATIETTAISSSMVIKNCQRSHQGVYSLLAKNEAGERKKTIIVD 

VLDVPGPVGTPFLAHNLTNESCKLTWFSPEDDGGSPITNYVIEKRESDRRAWT 

PVTYTVTRQNATVQGLIQGKAYFFRIAAENSIGMGPFVETSEALVIREPITVPE 

RPEDLEVKEVTKNTVTLTWNPPKYDGGSEIINYVLESRLIGTEKFHKVTNDNL 

LSRKYTVKGLKEGDTYEYRVSAVNIVGQGKPSFCTKPITCKDELAPPTLHLDF 

RDKLTIRVGEAFALTGRYSGKPKPKVSWFKDEADVLEDDRTHIKTTPATLAL 

EKIKAKRSDSGKYCVVVENSTGSRKGFCQVNVVDRPGPPVGPVSFDEVTKDY 

MVISWKPPLDDGGSKITNYIIEKKEVGKDVWMPVTSASAKTTCKVSKLLEGK 

DY1FRIHAENLYGISDPLVSDSMKAKDRFRVPDAPDQPIVTEVTKDSALVTWN 

KPHDGGKPITNYILEKRETMSKRWARVTKDPIHPYTKFRVPDLLEGCQYEFRV 

SAENEIGIGDPSPPSKPVFAKDPIAKPSPPVNPEAIDTTCNSVDLTWQPPRHDG 

GSKILGYIVEYQKVGDEEWRRANHTPESCPETKYKVTGLRDGQTYKFRVLAV 

NAAGESDPAHVPEPVLVKDRLEPPELILDANMAREQHIKVGDTLRLSAIIKGV 

PFPKVTWKKEDRDAPTKARIDVTPVGSKLEIRNAAHEDGGIYSLTVENPAGSK 

TVSVKVLVLDKPGPPRDLEVSEIRKDSCYLTWKEPLDDGGSVITNYVVERRD 

VASAQWSPLSATSKKKSHFAKHLNEGNQYLFRVAAENQYGRGPFVETPKPIK 

ALDPLHPPGPPKDLHHVDVDKTEVSLVWNKPDRDGGSPITGYLVEYQEEGTQ 

DWIKFKTVTNLECVVTGLQQGKTYRFRVKAENIVGLGLPDTTIPIECQEKLVP 

PSVELDVKLIEGLVVKAGTTVRFPAIIRGVPVPTAKWTTDGSEIKTDEHYTVET 

DNFSSVLTIKNCLRRDTGEYQITVSNAAGSKTVAVHLTVLDVPGPPTGPINILD 

VTPEHMTISWQPPKDDGGSPVINYIVEKQDTRKDTWGVVSSGSSKTKLKIPHL 

QKGCEYVFRVRAENKIGVGPPLDSTPTVAKHKFSPPSPPGKPVVTDITENAAT 

VSWTLPKSDGGSPITGYYMERREVTGKWVRVNKTPIADLKFRVTGLYEGNT 

YEFRVFAENLAGLSKPSPSSDPIKACRPIKPPGPPINPKLKDKSRETADLVWTK 

PLSDGGSPILGYVVECQKPGTAQWNRINKDELIRQCAFRVPGLIEGNEYRFRIK 

AANIVGEGEPRELAESVIAKDILHPPEVELDVTCRDVITVRVGQTIRILARVKG 

RPEPDITWTKEGKVLVREKRVDLIQDLPRVELQIKEAVRADHGKYIISAKNSS 

GHAQGSAIVNVLDRPGPCQNLKVTNVTKENCTISWENPLDNGGSEITNFIVEY 

RKPNQKGWSIVASDVTKRLIKANLLANNEYYFRVCAENKVGVGPTIETKTPIL 

AINPIDRPGEPENLHIADKGKTFVYLKWRRPDYDGGSPNLSYHVERRLKGSD 

DWERVHKGSIKETHYMVDRCVENQIYEFRVQTKNEGGESDWVKTEEVVVKE 

DLQKPVLDLKLSGVLTVKAGDTIRLEAGVRGKPFPEVAWTKDKDATDLTRSP 

RVKIDTRADSSKFSLTKAKRSDGGKYVVTATNTAGSFVAYATVNVLDKPGPV 

RNLKIVDVSSDRCTVCWDPPEDDGGCEIQNYILEKCETKRMVWSTYSATVLT 

PGTTVTRLIEGNEYIFRVRAENKIGTGPPTESKPVIAKTKYDKPGRPDPPEVTK 

VSKEEMTVVWNPPEYDGGKSITGYFLEKKEKHSTRWVPVNKSAIPERRMKV 

QNLLPDHEYQFRVKAENEIGIGEPSLPSRPVVAKDPIEPPGPPTNFRVVDTTKH 

SITLGWGKPVYDGGAPIIGYVVEMRPKIADASPDEGWKRCNAAAQLVRKEFT 



VTSLDENQEYEFRVCAQNQVGIGRPAELKEAIKPKEILEPPEIDLDASMRKLVI 

VPvAGCPIRLFAIVRGRPAPKVTWRKVGIDNVVRKGQVDLVDTMAFLVIPNST 

RDDSGKYSLTLVNPAGEKAVFVNVRVLDTPGPVSDLKVSDVTKTSCHVSWA 

PPENDGGSQVTHYIVEKREADRKTWSTVTPEVKKTSFHVTNLVPGNEYYFRV 

TAVNEYGPGVPTDVPKPVLASDPLSEPDPPRKLEVTEMTKNSATLAWLPPLR 

DGGAKIDGYITSYREEEQPADRWTEYSVVKDLSLVVTGLKEGKKYKFRVAA 

RNAVGVSLPREAEGVYEAKEQLLPPKILMPEQITIKAGKKLRIEAHVYGKPHP 

TCKWKKGEDEVVTSSHLAVHKADSSSILIIKDVTRKDSGYYSLTAENSSGTDT 

QKIKVVVMDAPGPPQPPFDISDIDADACSLSWHIPLEDGGSNITNYIVEKCDVS 

RGDWVTALASVTKTSCRVGKLIPGQEYIFRVRAENRFGISEPLTSPKMVAQFP 

FGVPSEPKNARVTKVNKDCIFVAWDRPDSDGGSPIIGYLIERKERNSLLWVKA 

NDTLVRSTEYPCAGLVEGLEYSFRIYALNKAGSSPPSKPTEYVTARMPVDPPG 

KPEVIDVTKSTVSLIWARPKHDGGSKIIGYFVEACKLPGDKWVRCNTAPHQIP 

QEEYTATGLEEKAQYQFRAIARTAVMSPPSEPSDPVTILAENVPPRIDLSVAM 

KSLLTVKAGTNVCLDATVFGKPMPTVSWKKDGTLLKPAEGIKMAMQRNLCT 

LELFSVNRKDSGDYTITAENSSGSKSATIKLKVLDKPGPPASVKINKMYSDRA 

MLSWEPPLEDGGSEITNYIVDKRETSRPNWAQVSATVPITSCSVEKLIEGHEY 

QFRICAENKYGVGDPVFTEPAIAKNPYDPPGRCDPPVISNITKDHMTVSWKPP 

ADDGGSPITGYLLEKRETQAVNWTKVNRKPIIERTLKATGLQEGTEYEFRVTA 

INKAGPGKPSDASKAAYARDPQYPPAPPAFPKVYDTTRSSVSLSWGKPAYDG 

GSPIIGYLVEVKRADSDNWVRCNLPQNLQKTRFEVTGLMEDTQYQFRVYAV 

NKIGYSDPSDVPDKHYPKDILIPPEGELDADLRKTLILRAGVTMRLYVPVKGR 

PPPKITWSKPNVNLRDRIGLDIKSTDFDTFLRCENVNKYDAGKYILTLENSCG 

KKEYTIVVKVLDTPGPPVNVTVKEISKDSAYVTWEPPIIDGGSPIINYVVQKRD 

AERKSWSTVTTECSKTSFRVANLEEGKSYFFRVFAENEYGIGDPGETRDAVK 

ASQTPGPVVDLKVRSVSKSSCSIGWKKPHSDGGSRIIGYVVDFLTEENKWQR 

VMKSLSLQYSAKDLTEGKEYTFRVSAENENGEGTPSEITVVARDDVVAPDLD 

LKGLPDLCYLAKENSNFRLKIPIKGKPAPSVSWKKGEDPLATDTRVSVESSAV 

NTTLIVYDCQKSDAGKYTITLKNVAGTKEGTISIKVVGKPGIPTGPIKFDEVTA 

EAMTLKWAPPKDDGGSEITNYILEKRDSVNNKWVTCASAVQKTTFRVTRLH 

EGMEYTFRVSAENKYGVGEGLKSEPIVARHPFDVPDAPPPPNIVDVRHDSVSL 

TWTDPKKTGGSPITGYHLEFKERNSLLWKRANKTPIRMRDFKVTGLTEGLEY 

EFRVMAINLAGVGKPSLPSEPVVALDPIDPPGKPEVINITRNSVTLIWTEPKYD 

GGHKLTGYIVEKRDLPSKSWMKANHVNVPECAFTVTDLVEGGKYEFRIRAK 

NTAGAISAPSESTETIICKDEYEAPTIVLDPTIKDGLTIKAGDTIVLNAISILGKPL 

PKSSWSKAGKDIRPSDITQITSTPTSSMLTIKYATRKDAGEYTITATNPFGTKVE 

HVKVTVLDVPGPPGPVEISNVSAEKATLTWTPPLEDGGSPIKSYILEKRETSRL 

LWTVVSEDIQSCRHVATKLIQGNEYIFRVSAVNHYGKGEPVQSEPVKMVDRF 

GPPGPPEKPEVSNVTKNTATVSWKRPVDDGGSEITGYHVERREKKSLRWVRA 

IKTPVSDLRCKVTGLQEGSTYEFRVSAENRAGIGPPSEASDSVLMKDAAYPPG 

PPSNPHVTDTTKKSASLAWGKPHYDGGLEITGYVVEHQKVGDEAWIKDTTG 

TALRITQFVVPDLQTKEKYNFRISAINDAGVGEPAVIPDVEIVEREMAPDFELD 

AELRRTLVVRAGLSIRIFVPIKGRPAPEVTWTKDNINLKNRANIENTESFTLLIIP 

ECNRYDTGKFVMTIENPAGKKSGFVNVRVLDTPGPVLNLRPTDITKDSVTLH 

WDLPLIDGGSRITNYIVEKREATRKSYSTATTKCHKCTYKVTGLSEGCEYFFR 

VMAENEYGIGEPTETTEPVKASEAPSPPDSLNIMDITKSTVSLAWPKPKHDGG 

SKITGYVIEAQRKGSDQWTHITTVKGLECVVRNLTEGEEYTFQVMAVNSAGR 

SAPRESRPVIVKEQTMLPELDLRGIYQKLVIAKAGDNIKVEIPVLGRPKPTVTW 

KKGDQILKQTQRVNFETTATSTILNINECVRSDSGPYPLTARNIVGEVGDVITI 

QVHDIPGPPTGPIKFDEVSSDFVTFSWDPPENDGGVPISNYVVEMRQTDSTTW 



VELATTVIRTTYKATRLTTGLEYQFRVKAQNRYGVGPGITSACIVANYPFKVP 

GPPGTPQVTAVTKDSMTISWHEPLSDGGSPILGYHVERKERNGILWQTVSKAL 

VPGNIFKSSGLTDGIAYEFRVIAENMAGKSKPSKPSEPMLALDPIDPPGKPVPL 

NITRHTVTLKWAKPEYTGGFKITSYIVEKRDLPNGRWLKANFSNILENEFTVS 

GLTEDAAYEFRVIAKNAAGAISPPSEPSDAITCRDDVEAPKIKVDVKFKDTVIL 

KAGEAFRLEADVSGRPPPTMEWSKDGKELEGTAKLEIKIADFSTNLVNKDST 

RRDSGAYTLTATNPGGFAKHIFNVKVLDRPGPPEGPLAVTEVTSEKCVLSWFP 

PLDDGGAKIDHYIVQKRETSRLAWTNVASEVQVTKLKVTKLLKGNEYIFRVM 

AVNKYGVGEPLESEPVLAVNPYGPPDPPKNPEVTTITKDSMVVCWGHPDSDG 

GSEIINYIVERRDKAGQRWIKCNKKTLTDLRYKVSGLTEGHEYEFRIMAENAA 

GISAPSPTSPFYKACDTVFKPGPPGNPRVLDTSRSSISIAWNKPIYDGGSEITGY 

MVEIALPEEDEWQIVTPPAGLKATSYTITGLTENQEYKIRIYAMNSEGLGEPAL 

VPGTPKAEDRMLPPEIELDADLRKVVTIRACCTLRLFVPIKGRPAPEVKWARD 

HGESLDKASIESTSSYTLLIVGNVNRFDSGKYILTVENSSGSKSAFVNVRVLDT 

PGPPQDLKVKEVTKTSVTLTWDPPLLDGGSKIKNYIVEKRESTRKAYSTVATN 

CHKTSWKVDQLQEGCSYYFRVLAENEYGIGLPAETAESVKASERPLPPGKITL 

MDVTRNSVSLSWEKPEHDGGSRILGYIVEMQTKGSDKWATCATVKVTEATIT 

GLIQGEEYSFRVSAQNEKGISDPRQLSVPVIAKDLVIPPAFKLLFNTFTVLAGE 

DLKVDVPFIGRPTPAVTWHKDNVPLKQTTRVNAESTENNSLLTIKDACREDV 

GHYVVKLTNSAGEAIETLNVIVLDKPGPPTGPVKMDEVTADSITLSWGPPKY 

DGGSSINNYIVEKRDTSTTTWQIVSATVARTTIKACRLKTGCEYQFRIAAENR 

YGKSTYLNSEPTVAQYPFKVPGPPGTPVVTLSSRDSMEVQWNEPISDGGSRVI 

GYHLERKERNSILWVKLNKTPIPQTKFKTTGLEEGVEYEFRVSAENIVGIGKPS 

KVSECYVARDPCDPPGRPEAIIVTRNSVTLQWKKPTYDGGSKITGYIVEKKEL 

PEGRWMKASFTNIIDTHFEVTGLVEDHRYEFRVIARNAAGVFSEPSESTGAITA 

RDEVDPPRISMDPKYKDTIVVHAGESFKVDADIYGKPIPTIQWIKGDQELSNT 

ARLEIKSTDFATSLSVKDAVRVDSGNYILKAKNVAGERSVTVNVKVLDRPGP 

PEGPVVISGVTAEKCTLAWKPPLQDGGSDIINYIVERRETSRLVWTVVDANVQ 

TLSCKVTKLLEGNEYTFRIMAVNKYGVGEPLESEPVVAKNPFVVPDAPKAPE 

VTTVTKDSMIVVWERPASDGGSEILGYVLEKRDKEGIRWTRCHKRLIGELRL 

RVTGLIENHDYEFRVSAENAAGLSEPSPPSAYQKACDPIYKPGPPNNPKVIDIT 

RSSVFLSWSKPIYDGGCEIQGYIVEKCDVSVGEWTMCTPPTGINKTNIEVEKLL 

EKHEYNFRICAINKAGVGEHADVPGPIIVEEKLEAPDIDLDLELRKIINIRAGGS 

LRLFVPIKGRPTPEVKWGKVDGEIRDAAIIDVTSSFTSLVLDNVNRYDSGKYT 

LTLENSSGTKSAFVTVRVLDTPSPPVNLKVTEITKDSVSITWEPPLLDGGSKIK 

NYIVEKREATRKSYAAVVTNCHKNSWKIDQLQEGCSYYFRVTAENEYGIGLP 

AQTADPIKVAEVPQPPGKITVDDVTRNSVSLSWTKPEHDGGSKIIQYIVEMQA 

KHSEKWSECARVKSLQAVITNLTQGEEYLFRVVAVNEKGRSDPRSLAVPIVA 

KDLVIEPDVKPAFSSYSVQVGQDLKIEVPISGRPKPTITWTKDGLPLKQTTRIN 

VTDSLDLTTLSIKETHKDDGGQYGITVANVVGQKTASIEIVTLDKPDPPKGPV 

KFDDVSAESITLSWNPPLYTGGCQITNYIVQKRDTTTTVWDVVSATVARTTL 

KVTKLKTGTEYQFRIFAENRYGQSFALESDPIVAQYPYKEPGPPGTPFATAISK 

DSMVIQWHEPVNNGGSPVIGYHLERKERNSILWTKVNKTIIHDTQFKAQNLEE 

GIEYEFRVYAENIVGVGKASKNSECYVARDPCDPPGTPEPIMVKRNEITLQWT 

KPVYDGGSMITGYIVEKRDLPDGRWMKASFTNVIETQFTVSGLTEDQRYEFR 

VIAKNAAGAISKPSDSTGPITAKDEVELPRISMDPKFRDTIVVNAGETFRLEAD 

VHGKPLPTIEWLRGDKEIEESARCEIKNTDFKALLIVKDAIRIDGGQYILRASN 

VAGSKSFPVNVKVLDRPGPPEGPVQVTGVTSEKCSLTWSPPLQDGGSDISHYV 

VEKRETSRLAWTVVASEVVTNSLKVTKLLEGNEYVFRIMAVNKYGVGEPLES 

APVLMKNPFVLPGPPKSLEVTNIAKDSMTVCWNRPDSDGGSEIIGYIVEKRDR 



SGIRWIKCNKRRITDLRLRVTGLTEDHEYEFRVSAENAAGVGEPSPATVYYKA 

CDPVFKPGPPTNAHIVDTTKNSITLAWGKPIYDGGSEILGYVVEICKADEEEW 

QIVTPQTGLRVTRPEISKLTEHQEYKIRVCALNKVGLGEATSVPGTVKPEDKL 

EAPELDLDSELRKGIVVPvAGGSARIHIPFKGRPTPEITWSREEGEFTDKVQIEK 

GVNYTQLSIDNCDRNDAGKYILKLENSSGSKSAFVTVKVLDTPGPPQNLAVK 

EVRKDSAFLVWEPPIIDGGAKVKNYVIDKRESTRKAYANVSSKCSKTSFKVE 

NLTEGAIYYFRVMAENEFGVGVPVETVDAVKAAEPPSPPGKVTLTDVSQTSA 

SLMWEKPEHDGGSRVLGYVVEMQPKGTEKWSIVAESKVCNAVVTGLSSGQE 

YQFRVKAYNEKGKSDPRVLGVPVIAKDLTIQPSLKLPFNTYSIQAGEDLKIEIP 

VIGRPRPNISWVKDGEPLKQTTRVNVEETATSTVLHIKEGNKDDFGKYTVTAT 

NSAGTATENLSVIVLEKPGPPVGPVRFDEVSADFVVISWEPPAYTGGCQISNYI 

VEKRDTTTTTWHMVSATVARTTIKITKLKTGTEYQFRIFAENRYGKSAPLDSK 

AVIVQYPFKEPGPPGTPFVTSISKDQMLVQWHEPVNDGGTKIIGYHLEQKEKN 

SILWVKLNKTPIQDTKFKTTGLDEGLEYEFKVSAENIVGIGKPSKVSECFVARD 

PCDPPGRPEAIVITRNNVTLKWKKPAYDGGSKITGYIVEKKDLPDGRWMKAS 

FTNVLETEFTVSGLVEDQRYEFRVIARNAAGNFSEPSDSSGAITARDEIDAPNA 

SLDPKYKDVIVVHAGETFVLEADIRGKPIPDVVWSKDGKELEETAARMEIKST 

IQKTTLVVKDCIRTDGGQYILKLSNVGGTKSIPITVKVLDRPGPPEGPLKVTGV 

TAEKCYLAWNPPLQDGGANISHYIIEKRETSRLSWTQVSTEVQALNYKVTKL 

LPGNEYIFRVMAVNKYGIGEPLESGPVTACNPYKPPGPPSTPEVSAITKDSMV 

VTWARPVDDGGTEIEGYILEKRDKEGVRWTKCNKKTLTDLRLRVTGLTEGH 

SYEFRVAAENAAGVGEPSEPSVFYRACDALYPPGPPSNPKVTDTSRSSVSLAW 

SKPIYDGGAPVKGYVVEVKEAAADEWTTCTPPTGLQGKQFTVTKLKENTEY 

NFRICAINSEGVGEPATLPGSVVAQERIEPPEIELDADLRKVVVLRASATLRLF 

VTIKGRPEPEVKWEKAEGILTDRAQIEVTSSFTMLVIDNVTRFDSGRYNLTLE 

NNSGSKTAFVNVRVLDSPSAPVNLTIREVKKDSVTLSWEPPLIDGGAKITNYIV 

EKRETTRKAYATITNNCTKTTFRIENLQEGCSYYFRVLASNEYGIGLPAETTEP 

VKVSEPPLPPGRVTLVDVTRNTATIKWEKPESDGGSKITGYVVEMQTKGSEK 

WSTCTQVKTLEATISGLTAGEEYVFRVAAVNEKGRSDPRQLGVPVIARDIEIK 

PSVELPFHTFNVKAREQLKIDVPFKGRPQATVNWRKDGQTLKETTRVNVSSS 

KTVTSLSIKEASKEDVGTYELCVSNSAGSITVPITIIVLDRPGPPGPIRIDEVSCD 

SITISWNPPEYDGGCQISNYIVEKKETTSTTWHIVSQAVARTSIKIVRLTTGSEY 

QFRVCAENRYGKSSYSESSAVVAEYPFSPPGPPGTPKVVHATKSTMLVTWQV 

PVNDGGSRVIGYHLEYKERSSILWSKANKILIADTQMKVSGLDEGLMYEYRV 

YAENIAGIGKCSKSCEPVPARDPCDPPGQPEVTNITRKSVSLKWSKPHYDGGA 

KITGYIVERRELPDGRWLKCNYTNIQETYFEVTELTEDQRYEFRVFARNAADS 

VSEPSESTGPIIVKDDVEPPRVMMDVKFRDVIVVKAGEVLKINADIAGRPLPVI 

S WAKDGI EIEERARTEI I STDNHTLLT VKDCI RRDTGQ YVLTLKN V AGTRS V A 

VNCKVLDKPGPPAGPLEINGLTAEKCSLSWGRPQEDGGADIDYYIVEKRETSH 

LAWTICEGELQMTSCKVTKLLKGNEYIFRVTGVNKYGVGEPLESVAIKALDP 

FTVPSPPTSLEITSVTKESMTLCWSRPESDGGSEISGYIIERREKNSLRWVRVNK 

KPVYDLRVKSTGLREGCEYEYRVYAENAAGLSLPSETSPLIRAEDPVFLPSPPS 

KPKIVDSGKTTITIAWVKPLFDGGAPITGYTVEYKKSDDTDWKTSIQSLRGTE 

YTISGLTTGAEYVFRVKSVNKVGASDPSDSSDPQIAKEREEEPLFDIDSEMRKT 

LIVKAGASFTMTVPFRGRPVPNVLWSKPDTDLRTRAYVDTTDSRTSLTIENAN 

RNDSGKYTLTIQNVLSAASLTLVVKVLDTPGPPTNITVQDVTKESAVLSWDVP 

ENDGGAPVKNYHIEKREASKKAWVSVTNNCNRLSYKVTNLQEGAIYYFRVS 

GENEFGVGIPAETKEGVKITEKPSPPEKLGVTSISKDSVSLTWLKPEHDGGSRI 

VHYVVEALEKGQKNWVKCAVAKSTHHVVSGLRENSEYFFRVFAENQAGLS 

DPRELLLPVLIKEQLEPPEIDMKNFPSHTVYVRAGSNLKVDIPISGKPLPKVTLS 



RDGVPLKATMRFNTEITAENLTINLKESVTADAGRYEITAANSSGTTKAFINIV 

VLDRPGPPTGPVVISDITEESVTLKWEPPKYDGGSQVTNYILLKRETSTAVWT 

EVSATVARTMMKVMKLTTGEEYQFRIKAENRFGISDHIDSACVTVKLPYTTP 

GPPSTPWVTNVTRESITVGWHEPVSNGGSAVVGYHLEMKDRNSILWQKANK 

LVIRTTHFKVTTISAGLIYEFRVYAENAAGVGKPSHPSEPVLAIDACEPPRNVRI 

TDISKNSVSLSWQQPAFDGGSKITGYIVERRDLPDGRWTKASFTNVTETQFIIS 

GLTQNSQYEFRVFARNAVGSISNPSEVVGPITCIDSYGGPVIDLPLEYTEVVKY 

RAGTSVKLRAGISGKPAPTIEWYKDDKELQTNALVCVENTTDLASILIKDADR 

LNSGCYELKLRNAMGSASATIRVQILDKPGPPGGPIEFKTVTAEKITLLWRPPA 

DDGGAKITHYIVEKRETSRVVWSMVSEHLEECIITTTKIIKGNEYIFRVRAVNK 

YGIGEPLESDSVVAKNAFVTPGPPGIPEVTKITKNSMTVVWSRPIADGGSDISG 

YFLEKRDKKSLGWFKVLKETIRDTRQKVTGLTENSDYQYRVCAVNAAGQGP 

FSEPSEFYKAADPIDPPGPPAKIRIADSTKSSITLGWSKPVYDGGSAVTGYVVEI 

RQGEEEEWTTVSTKGEVRTTEYVVSNLKPGVNYYFRVSAVNCAGQGEPIEM 

NEPVQAKDILEAPEIDLDVALRTSVIAKAGEDVQVLIPFKGRPPPTVTWRKDE 

KNLGSDARYSIENTDSSSLLTIPQVTRNDTGKYILTIENGVGEPKSSTVSVKVL 

DTPAACQKLQVKHVSRGTVTLLWDPPLIDGGSPIINYVIEKRDATKRTWSVVS 

HKCSSTSFKLIDLSEKTPFFFRVLAENEIGIGEPCETTEPVKAAEVPAPIRDLSM 

KDSTKTSVILSWTKPDFDGGSVITEYVVERKGKGEQTWSHAGISKTCEIEVSQ 

LKEQSVLEFRVFAKNEKGLSDPVTIGPITVKELIITPEVDLSDIPGAQVTVRIGH 

NVHLELPYKGKPKPSISWLKDGLPLKESEFVRFSKTENKITLSIKNAKKEHGG 

KYTVILDNAVCRIAVPITVITLGPPSKPKGPIRFDEIKADSVILSWDVPEDNGGG 

EITCYSIEKRETSQTNWRMVCSSVARTTFKVPNLVKDAEYQFRVRAENRYGV 

SQPLVSSIIVAKHQFRIPGPPGKPVIYNVTSDGMSLTWDAPVYDGGSEVTGFH 

VEKKERNSILWQKVNTSPISGREYRATGLVEGLDYQFRVYAENSAGLSSPSDP 

SKFTLAVSPVDPPGTPDYIDVTRETITLKWNPPLRDGGSKIVGYSIEKRQGNER 

WVRCNFTDVSECQYTVTGLSPGDRYEFRIIARNAVGTISPPSQSSGIIMTRDEN 

VPPIVEFGPEYFDGLIIKSGESLRIKALVQGRPVPRVTWFKDGVEIEKRMNMEI 

TDVLGSTSLFVRDATRDHRGVYTVEAKNASGSAKAEIKVKVQDTPGKVVGPI 

RFTNITGEKMTLWWDAPLNDGCAPITHYIIEKRETSRLAWALIEDKCEAQSYT 

AIKLINGNEYQFRVSAVNKFGVGRPLDSDPVVAQIQYTVPDAPGIPEPSNITGN 

SITLTWARPESDGGSEIQQYILERREKKSTRWVKVISKRPISETRFKVTGLTEG 

NEYEFHVMAENAAGVGPASGISRLIKCREPVNPPGPPTVVKVTDTSKTTVSLE 

WSKPVFDGGMEIIGYIIEMCKADLGDWHKVNAEACVKTRYTVTDLQAGEEY 

KFRVSAINGAGKGDSCEVTGTIKAVDRLTAPELDIDANFKQTHVVRAGAS1RL 

FIAYQGRPTPTAVWSKPDSNLSLRADIHTTDSFSTLTVENCNRNDAGKYTLTV 

ENNSGSKSITFTVKVLDTPGPPGPITFKDVTRGSATLMWDAPLLDGGARIHHY 

VVEKREASRRSWQVISEKCTRQIFKVNDLAEGVPYYFRVSAVNEYGVGEPYE 

MPEPIVATEQPAPPRRLDVVDTSKSSAVLAWLKPDHDGGSRITGYLLEMRQK 

GSDFWVEAGHTKQLTFTVERLVEKTEYEFRVKAKNDAGYSEPREAFSSVIIKE 

PQIEPTADLTGITNQLITCKAGSPFTIDVPISGRPAPKVTWKLEEMRLKETDRVS 

1TTTKDRTTLTVKDSMRGDSGRYFLTLENTAGVKTFSVTVVVIGRPGPVTGPI 

EVSSVSAESCVLS WGEPKDGGGTEITN YI VEKRE SGTTA WQL VN S S VKRTQIK 

VTHLTKYMEYSFRVSSENRFGVSKPLESAPIIAEHPFVPPSAPTRPEVYHVSAN 

AMSIRWEEPYHDGGSKIIGYWVEKKERNTILWVKENKVPCLECNYKVTGLVE 

GLEYQFRTYALNAAGVSKASEASRPIMAQNPVDAPGRPEVTDVTRSTVSLIW 

SAPAYDGGSKVVGYIIERKPVSEVGDGRWLKCNYTIVSDNFFTVTALSEGDT 

YEFRVLAKNAAGVISKGSESTGPVTCRDEYAPPKAELDARLHGDLVTIRAGS 

DLVLDAAVGGKPEPKIIWTKGDKELDLCEKVSLQYTGKRATAVIKFCDRSDS 

GKYTLTVKNASGTKAVSVMVKVLDSPGPCGKLTVSRVTQEKCTLAWSLPQE 



DGGAEITHYIVERRETSRLNWVIVEGECPTLSYVVTRLIKNNEYIFRVRAVNK 

YGPGVPVESEPIVARNSFTIPSPPGIPEEVGTGKEHIIIQWTKPESDGGNEISNYL 

VDKREKKSLRWTRVNKDYVVYDTRLKVTSLMEGCDYQFRVTAVNAAGNSE 

PSEASNFISCREPSYTPGPPSAPRVVDTTKHSISLAWTKPMYDGGTDIVGYVLE 

MQEKDTDQWYRVHTNATIRNTEFTVPDLKMGQKYSFRVAAVNVKGMSEYS 

ESIAEIEPVERIEIPDLELADDLKKTVTIRAGASLRLMVSVSGRPPPVITWSKQG 

IDLASRAIIDTTESYSLLIVDKVNRYDAGKYTIEAENQSGKKSATVLVKVYDTP 

GPCPSVKVKEVSRDSVTITWEIPTIDGGAPVNNYIVEKREAAMRAFKTVTTKC 

SKTLYRISGLVEGTMYYFRVLPENIYGIGEPCETSDAVLVSEVPLVPAKLEVV 

DVTKSTVTLAWEKPLYDGGSRLTGYVLEACKAGTERWMKVVTLKPTVLEHT 

VTSLNEGEQYLFRIRAQNEKGVSEPRETVTAVTVQDLRVLPTIDLSTMPQKTI 

HVPAGRPVELVIPIAGRPPPAASWFFAGSKLRESERVTVETHTKVAKLTIRETT 

IRDTGEYTLELKNVTGTTSETIKVIILDKPGPPTGPIKIDEIDATSITISWEPPELD 

GGAPLSGYVVEQRDAHRPGWLPVSESVTRSTFKFTRLTEGNEYVFRVAATNR 

FGIGSYLQSEVIECRSSIRIPGPPETLQIFDVSRDGMTLTWYPPEDDGGSQVTGY 

IVERKEVRADRWVRVNKVPVTMTRYRSTGLTEGLEYEHRVTAINARGSGKPS 

RPSKPIVAMDPIAPPGKPQNPRVTDTTRTSVSLAWSVPEDEGGSKVTGYLIEM 

QKVDQHEWTKCNTTPTKIREYTLTHLPQGAEYRFRVLACNAGGPGEPAEVPG 

TVKVTEMLEYPDYELDERYQEGIFVRQGGVIRLTIPIKGKPFPICKWTKEGQDI 

SKRAMIATSETHTELVIKEADRGDSGTYDLVLENKCGKKAVYIKVRVIGSPNS 

PEGPLEYDDIQVRSVRVSWRPPADDGGADILGYILERREVPKAAWYTIDSRVR 

GTSLVVKGLKENVEYHFRVSAENQFGISKPLKSEEPVTPKTPLNPPEPPSNPPE 

VLDVTKSSVSLSWSRPKDDGGSRVTGYYIERKETSTDKWVRHNKTQITTTMY 

TVTGLVPDAEYQFRIIAQNDVGLSETSPASEPVVCKDPFDKPSQPGELEILSISK 

DSVTLQWEKPECDGGKEILGYWVEYRQSGDSAWKKSNKERIKDKQFTIGGL 

LEATEYEFRVFAENETGLSRPRRTAMSIKTKLTSGEAPGIRKEMKDVTTKLGE 

AAQLSCQIVGRPLPDIKWYRFGKELIQSRKYKMSSDGRTHTLTVMTEEQEDE 

GVYTCIATNEVGEVETSSKLLLQATPQFHPGYPLKEKYYGAVGSTLRLHVMY 

IGRPVPAMTWFHGQKLLQNSENITIENTEHYTHLVMKNVQRKTHAGKYKVQ 

LSNVFGTVDAILDVEIQDKPDKPTGPIVIEALLKNSAVISWKPPADDGGSWITN 

YVVEKCEAKEGAEWQLVSSAISVTTCRIVNLTENAGYYFRVSAQNTFGISDPL 

EVSSVVIIKSPFEKPGAPGKPTITAVTKDSCVVAWKPPASDGGAKIRNYYLEK 

REKKQNKWISVTTEEIRETVFSVKNLIEGLEYEFRVKCENLGGESEWSEISEPIT 

PKSDVPIQAPHFKEELRNLNVRYQSNATLVCKVTGHPKPIVKWYRQGKEIIAD 

GLKYRIQEFKGGYHQLIIASVTDDDATVYQVRATNQGGSVSGTASLEVEVPA 

KIHLPKTLEGMGAVHALRGEVVSIKIPFSGKPDPVITWQKGQDLIDNNGHYQV 

IVTRSFTSLVFPNGVERKDAGFYVVCAKNRFGIDQKTVELDVADVPDPPRGV 

KVSDVSRDSVNLTWTEPASDGGSKITNYIVEKCATTAERWLRVGQARETRYT 

VINLFGKTSYQFRVIAENKFGLSKPSEPSEPTITKEDKTRAMNYDEEVDETREV 

SMTKASHSSTKELYEKYMIAEDLGRGEFGIVHRCVETSSKKTYMAKFVKVKG 

TDQVLVKKEISILNIARHRNILHLHESFESMEELVMIFEFISGLDIFERINTSAFE 

LNEREIVSYVHQVCEALQFLHSHNIGHFDIRPENIIYQTRRSSTIKIIEFGQARQL 

KPGDNFRLLFTAPEYYAPEVHQHDVVSTATDMWSLGTLVYVLLSGINPFLAE 

TNQQHENIMNAEYTFDEEAFKEISIEAMDFVDRLLVKERKSRMTASEALQHP 

WLKQKIERVSTKVIRTLKHRRYYHTL1KKDLNMVVSAARISCGGAIRSQKGVS 

VAKVKVASIEIGPVSGQIMHAVGEEGGHVKYVCKIENYDQSTQVTWYFGVR 

QLENSEKYEITYEDGVAILYVKDITKLDDGTYRCKVVNDYGEDSSYAELFVK 

GVREVYDYYCRRTMKKIKRRTDTMRLLERPPEFTLPLYNKTAYVGENVRFG 

VTITVHPEPHVTWYKSGQKJKPGDNDKKYTFESDKGLYQLTINSVTTDDDAE 

YTVVARNKYGEDSCKAKLTVTLHPPPTDSTLRPMFKRLLANAECQEGQSVCF 



EIRVSGIPPPTLKWEKDGQPLSLGPNIEIIHEGLDYYALHIRDTLPEDTGYYRVT 

ATNTAGSTSCQAHLQVERLRYKKQEFKSKEEHERHVQKQIDKTLPvMAEILSG 

TESVPLTQVAKEALREAAVLYKPAVSTKTVKGEFRLEIEEKKEERKLRMPYD 

VPEPRKYKQTTIEEDQRIKQFVPMSDMKWYKKIRDQYEMPGKLDRVVQKRP 

KRIRLSRWEQFYVMPLPRITDQYRPKWRIPKLSQDDLEIVRPARRRTPSPDYDF 

YYRPRRRSLGDISDEELLLPIDDYLAMKRTEEERLRLEEELELGFSASPPSRSPP 

HFELSSLRYSSPQAHVKVEETRKDFRYSTYHIPTKAEASTSYAELRERHAQAA 

YRQPKQRQRIMAEREDEELLRPVTTTQHLSEYKSELDFMSKEEKSRKKSRRQ 

REVTEITEIEEEYEISKHAQRESSSSASRLLRRRRSLSPTYIELMRPVSELIRSRP 

QPAEEYEDDTERRSPTPERTRPRSPSPVSSERSLSRFERSARFDIFSRYESMKAA 

LKTQKTSERKYEVLSQQPFTLDHAPRITLRMRSHRVPCGQNTRFILNVQSKPT 

AEVKWYHNGVELQESSKIHYTNTSGVLTLEILDCHTDDSGTYRAVCTNYKGE 

ASDYATLDVTGGDYTTYASQRRDEEVPRSVFPELTRTEAYAVSSFKKTSEME 

ASSSVREVKSQMTETRESLSSYEHSASAEMKSAALEEKSLEEKSTTRKIKTTL 

AARILTKPRSMTVYEGESARFSCDTDGEPVPTVTWLRKGQVLSTSARHQVTT 

TKYKSTFEISSVQASDEGNYSVVVENSEGKQEAEFTLTIQKARVTEKAVTSPP 

RVKSPEPRVKSPEAVKSPKRVKSPEPSHPKAVSPTETKPTPTEKVQHLPVSAPP 

KITQFLKAEASKEIAKLTCVVESSVLRAKEVTWYKDGKKLKENGHFQFHYSA 

DGTYELKINNLTESDQGEYVCE1SGEGGTSKTNLQFMGQAFKSIHEKVSKISET 

KKSDQKTTESTVTRKTEPKAPEPISSKPVIVTGLQDTTVSSDSVAKFAVKATGE 

PRPTAIWTKDGKAITQGGKYKLSEDKGGFFLEIHKTDTSDSGLYTCTVKNSAG 

SVSSSCKLTIKAIKDTEAQKVSTQKTSEITPQKKAVVQEEISQKALRSEEIKMSE 

AKSQEKLALKEEASKVLISEEVKKSAATSLEKSIVHEEITKTSQASEEVRTHAE 

IKAFSTQMSINEGQRLVLKANIAGATDVKWVLNGVELTNSEEYRYGVSGSDQ 

TLTIKQASHRDEGILTCISKTKEGIVKCQYDLTLSKELSDAPAFISQPRSQNINE 

GQNVLFTCEISGEPSPEIEWFKNNLPISISSNVSISRSRNVYSLEIRNASVSDSGK 

YTIKAKNFRGQCSATASLMVLPLVEEPSREVVLRTSGDTSLQGSFSSQSVQMS 

ASKQEASFSSFSSSSASSMTEMKFASMSAQSMSSMQESFVEMSSSSFMGISNM 

TQLESSTSKMLKAGIRGIPPKIEALPSDISIDEGKVLTVACAFTGEPTPEVTWSC 

GGRKIHSQEQGRFHIENTDDLTTLIIMDVQKQDGGLYTLSLGNEFGSDSATVN 

IHIRSI 

SEQ ID NO: 111 

Figure 54- Partial cDNA Nucleotide Sequence Encoding the Amino Acid 
Sequence of SEQ ID NO: 8 (486 nucleotides in total) 

5 ' -GCTGCTGTGCTTGG AG AAGC AG ATG ATGGG AATCTGG ACTTGG AC ATG A 

AGAGTGGCCTAGAAAACACTGCTGCCTTAGATAATCAGCCAAAGGGCGCTT 

TGAAGAAGCTGATTTATGCAGCTAAGTTAAATGCTTCTTTAAAAGCCTTGG 

AAGGAGAACGAAATCAAGTTTACACTCAGTTATCTGAAGTGGATCAAGTAA 

AAGAAGACCTTACAGAGCATATCAAAAGTCTTGAGTCTAAACAAGCATCTT 

TGCAGTCAGAAAAGACAGAGTTTGAAAGTGAGAGCCAGAAACTTCAGCA 

GAAACTGAAAGTGATAACCGAGCTGTACCAAGAAAATGAAATGAAACTTC 

ACAGGAAATTAACAGTAGAAGAAAATTACCGATTAGAGAAAGAAGAAAAA 

CTTTCCAAAGTAGATGAGAAAATCAGCCATGCGACCGAGGAGCTGGAGAC 

CTGCAGGCAGCGTGCCAAGGATCTTGAAGAAGAG-3' 



SEQ ID NO: 112 

Figure 55- Partial cDNA Nucleotide Sequence Encoding the Amino Acid 
Sequence of SEQ ID NO: 16 (891 nucleotides in total) 

5 5'-GGAATCATGCATCGGACTACACGGATCAAAATCACAGAGCTGAACCCC 
CACCTCATGTGTGCCCTCTGCGGGGGGTACTTCATCGACGCCACCACTATC 
GTGGAGTGCCTGCATTCCTTCTGCAAAACCTGCATCGTGCGCTACCTGGAG 
ACCAACAAATACTGCCCCATGTGTGACGTGCAGGTCCATAAAACCCGGCC 
GCTGCTGAGCATCAGGTCTGACAAAACACTTCAAGACATTGTCTACAAAT 

10 TGGTCCCTGGGCTTTTTAAAGATGAGATGAAACGGCGGCGGGATTTCTAT 
GCAGCGTACCCCCTGACGGAGGTCCCCAACGGCTCCAATGAGGACCGCGG 
CGAGGTCTTGGAGCAGGAGAAGGGGGCTCTGAGTGATGATGAGATTGTCA 
GCCTCTCCATCGAATTCTACGAAGGTGCCGGGGACCGGGACGAGAAGAAG 
GGCCCCCTGGAGAATGGGGATGGGGACAAAGAGAAAACAGGGGTGCGCT 

1 5 TCCTGCGATGCCCAGCAGCC ATGACCGTCATGCATCTTGCCAAGTTTCTCC 
GCAACAAGATGGATGTGCCCAGCAAGTACAAGGTGGAGGTTCTGTACGAG 
GACGAGCCACTGAAGGAATACTACACCCTCATGGACATCGCCTACATCTA 
CCCCTGGCGGCGGAACGGGCCTCTCCCCCTCAAGTACCGTGTCCAGCCAG 
CCTGCAAGCGGCTCACCCTAGCCACGGTGCCCACCCCCTCCGAGGGCACC 

20 AACACCAGCGGGGCGTCCGAGTCCAGTGGGGCCACCACAGCTGCCAACG 
GGGGTAGCTTGAACTGCCTGCAGACACCATCCTCCACCAGCAGGGGGCGC 
AAGATGACTGTCAACGGCGCTCCCGTGCCCCCCTTAACTTGA-3' 

SEQ ID NO: 113 

25 Figure 56- Partial cDNA Nucleotide Sequence Encoding the Amino Acid 
Sequence of SEQ D3 NO: 26 (SEQ ID NO: 1 13) 

AGTCCGTACAGTCCCCGGGGCGGCTCCAATGTCATCCAGTGCTACCGCTG 
CGGAGACACCTGCAAAGGGGAGGTGGTCCGTGTCCACAACAACCACTTCC 

30 ACATCCGATGCTTCACTTGTCAAGTATGTGGATGTGGCCTGGCCCAGTCGG 
GCTTCTTCTTCAAGAACCAGGAGTACATCTGCGCCCAGGACTACCAACAG 
CTTTATGGCACCCGCTGTGATAGCTGCCGGGACTTCATCACGGGTGAGGTC 
ATCTCTGCCCTGGGCCGTACCTACCGCCCTAAATGCTTCGTATGCAGCTTG 
TGCAGGAAGCCTTTCCCTATTGGAGATAAGGTGACCTTCAGTGGGAAAGA 

35 ATGTGTATGTCAGACGTGCTCCCAGTCAATGACCAGCAGCAAGCCGATCA 
AGATCCGTGGACCAAGCCACTGTGCTGGGTGCAAAGAGGAGATTAAACAT 
GGCCAGTCACTTCTGGCACTGGACAAGCAGTGGCACGTCAGCTGTTTCAA 
ATGCCAGACCTGTAGCGTCATCCTCACTGGGGAATACATTAGCAAAGACG 
GTGTTCCATACTGCGAGTCTGACTACCACTCCCAGTTTGGCATCAAATGTG 

40 AGACTTGTGACCGGTACATCAGTGGCAGGGTCTTGGAGGCAGGAGGGAA 
ACACTACCACCCTACCTGTGCCAGATGTGTACGCTGCCACCAGATGTTCAC 
TGAGGGGGAGGAGATGTATCTCACAGGTTCTGAGGTTTGGCACCCAATCT 
GC AAGC AGGC AGCC AGGGC AG AGAAGAAG-3 ' 

45 SEQ ID NO: 114 

Figure 57- Partial cDNA Nucleotide Sequence Encoding the Amino Acid 
Sequence of SEQ ID NO: 33 (723 nucleotides in total) 

5'GCAACATCAGGTGACTGTCCCAGAAGTGAATCGCAGGGAGAAGAG 
50 CCTGCTGAGTGCAGTGAGGCGGGTCTCCTGCAGGAGGGAGTACAGCC 



AG AGGAGTTTGTGGC CATCGCGGACTACG CTGC C AC CG ATG AGAC CC 

AGCTCAGTTTTTTGAGAGGAGAAAAAATTCTTATCCTGAGACAAACCA 

CTGCAGATTGGTGGTGGGGTGAGCGTGCGGGCTGCTGTGGGTACATT 

CCGGCAAACTATGTGGGGAAGCACGTGGATGAGTACGACCCCGAGGA 

CACGTGGCAGGATGAAGAGTACTTCGGCAGCTATGGAACTCTGAAAC 

TCCACTTGGAGATGTTGGCAGACCAGCCACGAACAACTAAATACCACA 

GTGTCATCCTGCAGAATAAAGAATCCCTGACGGATAAAGTCATCCTGG 

ACGTGGGCTGTGGGACTGGGATCATCAGTCTCTTCTGTGCACACTATG 

CGCGGCCTAGAGCGGTGTACGCGGTGGAGGCCAGTGAGATGGCACAG 

CACACGGGGCAGCTGGTCCTGCAGAACGGCTTTGCTGACATCATCAC 

CGTGTACCAGCAGAAGGTGGAGGATGTGGTGCTGCCCGAGAAGGTGG 

ACGTGCTGGTGTCTGAGTGGATGGGGACCTGCCTGCTGAAGCAGCAA 

AGTTCTGAGGGAGACGCAAGTAAAGATACCACAGGTGTCCTAGATTGT 

CAACAGAC CATTTAA- 3' 

SEQ ID NO: 115 
FHOS (810-1 100 AA) 

QLVQNATFRCILATLLAVGNFLNGSQSSGFELSYLEKVSDVKDTVRRQSLLHH 

LCSLVLQTRPESSDLYSEIPALTRCAKVDFEQLTENLGQLERRSRAAEESLRSL 

AKHELAPALRARLTHFLDQCARRVAMLRIVHRRVCNRFHAFLLYLGYTPQA 

AREVRIMQFCHTLREFALEYRTCRERVLQQQQKQATYRERNKTRGRMITETE 

KFSGVAGEAPSNPSVPVAVSSGPGRGDADSHASMKSLLTSRLEDTTHNRRSR 

GMVQSSSPIMPTVGPSTASPEEPPGSSLP 

SEQ ID NO: 116 
FHOS (951-1164 AA) 

CNRFHAFLLYLGYTPQAAREVRIMQFCHTLREFALEYRTCRERVLQQQQKQA 
TYRERNKTRGRMITETEKFSGVAGEAPSNPSVPVAVSSGPGRGDADSHASMK 
SLLTSRLEDTTHNRRSRGMVQSSSPIMPTVGPSTASPEEPPGSSLPSDTSDEIMD 
LLVQSVTKSSPRALAARERKRSRGNRKSLRRTLKSGLGDDLVQALGLSKGPG 
LEV 

SEQ ID NO: 117 
FHOS (1001-1164 AA) 

QATYRERNKTRGRMITETEKFSGVAGEAPSNPSVPVAVSSGPGRGDADSHAS 
MKSLLTSRLEDTTHNRRSRGMVQSSSPIMPTVGPSTASPEEPPGSSLPSDTSDEI 
MDLLVQSVTKSSPRALAARERKRSRGNRKSLRRTLKSGLGDDLVQALGLSKG 
PGLEV 

SEQ H) NO: 118 
mLRRFIPl 129-328 

CSNLGLPSSGLASKPLPTQNGSRASMLDESSLYGARRGSACGSRAPSEYGSHL 
NSSSRASSRASSARASPVVEERPDKDFAEKGSRNMPSLSAATLASLGGTSSRR 
GSGDTSISMDTEASIREIKELNELKDQIQDVEGKYMQGLKEMKDSLAEVEEK 
YKKAMVSNAQLDNEKTNFMYQVDTLKDMLLELEEQLAESQRQ 



SEQIDNO: 119 
mAPC2 12-148 

VRQVEALKAENTHLRQELRDNSSHLSKLETETSGMKEVLKHLQGKLEQEAR 
VLVSSGQTEVLEQLKALQTDISSLYNLKFHAPALGPEPAARTPEGSPVHGSGP 
SKDSFGELSRATIRLLEELDQERCFLLSEIEKE 

SEQ ID NO: 120 
mCYLN2(1047) 631-996 

DLKATLNSGPGAQQKEIGELKALVEGIKMEHQLELGNLQAKHDLETAMHGK 

EKEGLRQKLQEVQEELAGLQQHWREQLEEQASQHRLELQEAQDQCRDAQLR 

AQELEGLDVEYRGQAQA1EFLKEQISLAEKKMLDYEMLQRAEAQSRQEAERL 

REKLLVAENRLQAAESLCSAQHSHVIESSDLSEETIRMKETVEGLQDKLNKRD 

KEVTALTSQMDMLRAQVSALENKCKSGEKKIDSLLKEKRRLEAELEAVSRKT 

HDASGQLVHISQELLRKERSLNELRVLLLEANRHSPGPERDLSREVHKAEWRI 

KEQKLKDDIRGLREKLTGLDKEKSLSEQRRYSL1DPASPPELLKLQHQLVSTE 

D 

SEQ ID NO: 121 
mACTN3 355-508 

QTKLRLSHRPAFMPSEGKLVSDIANAWRGLEQVEKGYEDWLLSEIRRLQRLQ 
HLAEKFQQKASLHEAWTRGKEEMLNQHDYESASLQEVRALLRRHEAFESDL 
AAHQDRVEHVAALAQELNELDYHEAASVNSRCQAICDQWDNLGTLTHKRR 
D 

SEQ ID NO: 122 
mDTNBPl 1-242 

MLETLRERLLSVQQDFTSGLKTLSDKSREAKVKGKPRTAPRLPKYSAGLELLS 

RYEDAWAALHRRAKECADAGELVDSEVVMLSAHWEKKRTSLNELQGQLQQ 

LPALLQDLESLMASLAHLETSFEEVENHLLHLEDLCGQCELERHKQAQAQHL 

ESYKKSKRKELEAFKAELDTEHTQKALEMEHSQQLKLKERQKFFEEAFQQD 

MEQYLSTGYLQIAERREPMGSMSSMEVNVDVLKQLD 

SEQ ID NO: 123 

Figure 63- Partial Amino Acid Sequence (mTAKEDA013) AA1-197 

EKGIKLLQAQKLVQYLRECEDVMDWINDKEAIVTSEELGQDLEHVEVL 
QKKFEEFQTDLAAHEERVNEVSQFAAKLIQEQHPEEELIKTKQDEVNA 
AWQRLKGLALQRQGKLFGAAEVQRFNRDVDETIGWIKEKEQLMASDD 
FGRDLASVQALLRKHEGLERDLAALEDKVKALCAEADRLQQSHPLSAS 
QIQGKR 

SEQ ID NO: 124 
ml4-3-3g 73-247 

DGNEKKIEMVRAYREKIEKELEAVCQDVLSLLDNYLIKNCSETQYESKVFYLK 



MKGDYYRYLAEVATGEKRATVVESSEKAYSEAHETSKEHMQPTHPIRLGLALN 
YSVFYYEIQNAPEQACHLAKTAFDDAIAELDTLNEDSYKDSTLIMQLLRDNLT 
LWTSDQQDDDGGEGNN 

SEQ ID NO: 125 
ml4-3-3zeta 56-245 

RSSWRVVSSIEQKTEGAEKKQQMAREYREKIETELRDICNDVLSLLEKFLIPNA 
SQPESKVFYLKMKGDYYRYLAEVAAGDDKKGIVDQSQQAYQEAFEISKKEM 
QPTHPIRLGLALNFSVFYYEILNSPEKACSLAKTALDEAIAELDTLSEESYEDST 
LIMQLLRDNLTLWTSDTQGDEAEAGEGGEN 

SEQ ID NO: 126 
14-3-3zeta 19-245 

YDDMAACMKSVTEQGAELSNEERNLLSVAYKNVVGARRSSWRVVSSIEQKT 

EGAEKKQQMAREYREKIETELRDICNDVLSLLEKFLIPNASQAESKVFYLKMK 

GDYYRYLAEVAAGDDKKGIVDQSQQAYQEAFEISKKEMQPTHPIRLGLALNF 

SVFYYEILNSPEKACSLAKTAFDEAIAELDTLSEESYKDSTLIMQLLRDNLTLW 

TSDTQGDEAEAGEGGEN 

SEQ ID NO: 127 
14-3-3zeta 20-210 

DDMAACMKSVTEQGAELSNEERNLLSVAYKNVVGARRSSWRVVSSIEQKTE 
GAEKKQQMAREYREKIETELRDICNDVLSLLEKFLIPNASQAESKVFYLKMK 
GDYYRYLAEVAAGDDKKGIVDQSQQAYQEAFEISKKEMQPTHPIRLGLALNF 
SVFYYEILNSPEKACSLAKTAFDEAIAELDTLSEES 

SEQ ID NO: 128 
ml4-3-3b 59-230 

SSWRVISSIEQKTERNEKKQQMGKEYKEKIEAELQDICNDVLELLDKY 
LILNATQAESKVFYLKMKGDYFRYLSEVASGENKQTTVSNSQQAYQEA 
FEISKKEMQPTHPIRLGLALNFSVFYYEILNSPEKACSLAKTAFDEAIAE 
LDTLNEESYKDSTLIMQLLRDNLTLW 

SEQ ID NO: 129 
ml4-3-3theta 82 245 

YREKVESELRSICTTVLELLDKYXIANATNPESKWYLKMKGDYFRYLA 
EVACGDDRKQTIENSQGAYQEAFDISKKEMQPTHPIRLGLALNFSVFYY 
EILNNPELACTLAKTAFDEAIAELDTLNEDSYKDSTLIMQLLRDNLTLW 
TSDSAGEECDAAEGAEN 

SEQ ID NO: 130 
14-3-3theta 81-245 

DYREK^SELRSICTTVLELLDKYLIANATNPESIO^FYLKMKGDYFRYL 
AEVACGDDRKQTIDNSQGAYQEAFDISKKEMQPTHPIRLGLALNFSVF 



YYEILNNPELACTLAKTAFDEAIAELDTLNEDSYKDSTLIMQLLRDNLT 
LWTSDSAGEECDAAEGAEN 

SEQ ID NO: 131 
mSPNB2 825-1032 

TRLRKQALQDTLALYKMFSEADACELWIDEKEQWLNNMQIPEKLEDL 

EWQHRFESLEPEMNNQASRVAWNQIARQLMHNGHPSEREIRAQQD 

KLNTRWSQFRELVDRKKDALLSALSIQSYHLECNETKSWIREKTKVIES 

TQDLGNDLAGVMALQRKLTGMERDLVAIEAKLSDLQKEAEKLESEHP 

DQAQAILSRLAEISDVWE 

SEQ ID NO: 132 

Figure 71- Partial Amino Acid Sequence (BC020494(124)) (SEQ ID NO: 132) 
AA 1-124 

DDAAVETAEEAKEPAEADITELCRDMFSKMATYLTGELTATSEDYKLLENMNK 

LTSLKYLEMKDIAINISRNLKDLNQKYAGLQPYLDQINV1EEQVAALEQAAYK 

LDAYSKKLEAKYKKLEKR 

SEQ ID NO: 133 
MACF1 3984-4240 

EKLQPSFEALKRRGEELIGRSQGADKDLAAKEIQDKLDQMVFFWEDIKARAE 

EREIKFLDVLELAEKFWYDMAALLTTIKDTQDIVHDLESPGIDPSIIKQQVEAA 

ETIKEETDGLHEELEFIRILGADL1FACGETEKPEVRKSIDEMNNAWENLNKTW 

KERLEKLEDAMQAAVQYQDTLQAMFDWLDNTVIKLCTMPPVGTDLNTVKD 

QLNEMKEFKVEVYQQQIEMEKLNHQGELMLKKATDETDRDIIREPLT 

SEQ ID NO: 134 
MYH1 1560-1700 

GKILRIQLELNQVKSEVDRKIAEKDEEIDQMKRNHIRIVESMQSTLDAEIRSRN 
DAIRLKKKMEGDLNEMEIQLNHANRMAAEALRNYRNTQAILKDTQLHLDDA 
LRSQEDLKEQLAMVERGANLLQAEIEELRATLEQTE 

SEQ DD NO: 135 
MPPGB 32-207 

CLPGLAKQPSFRQYSGYLRASDSKHFHYWFVESQNDPKNSPVVLWLNGGPG 
CSSLDGLLTEHGPFLIQPDGVTLEYDPYAWNLIANVLYIESPAGVGFSYSDDK 
MYLTNDTEVAENNYEALKDFFRLFPEYKDNKLFLTGESYAGIYIPTLAVLVM 
QDPSMNLQGLAVGNGLASYE 

SEQ ID NO: 136 
mZYX 230-506 

HVQPQPVSSANTQPRGPLSQAPTPAPKFAPVAPKFTPVVSKFSPGAPSGPGPQP 
NQKMVPPDAPSSVSTGSPQPPSFTYAQQKEKPLVQEKQHPQPPPAQNQNQVR 
SPGGPGPLTLKEVEELEQLTQQLMQDMEHPQRQSVAVNESCGKCNQPLARA 



QPAVRALGQLFHITCFTCHQCQQQLQGQQFYSLEGAPYCEGCYTDTLEKCNT 
CGQPITDRMLRATGKAYHPQCFTCVVCACPLEGTSFIVDQANQPHCVPDYHK 
QYAPRCSVCSEPIMPE 

SEQ ID NO: 137 
MPRKCABP 1-382 

MFADLDYDIEEDKLGIPTVPGKVTLQKDAQNLIGISIGGGAQYCPCLYIVQVF 

DNTPAALDGTVAAGDEITGVNGKSIKGKTKVEVAKMIQEVKGEVTIHYNKLQ 

ADPKQGMSLDIVLKKVKHRLVENMSSGTADALGLSRAILCNDGLVKRLEELE 

RTAELYKGMTEHTKNLLPvAFYELSQTNRAFGDVFSVIGVREPQPAASEAFVK 

FADAHRSIEKLGIRLLKTIKPMLTDLNTYLNKAIPDTRLTIKKYLDVKFEYLSY 

CLKVKEMDDEEYSCIALGEPLYRVSTGNYEYRLILRCRQEARARFSQMRKDV 

LEKMELLDQKHVQDIVFQLQRFVSTMSKYYNDCYAVLRDADVFPIEVDLAH 

TTLAYGPNQGSFTDGE 

SEQ ID NO: 138 
MMYLK 568-897 

TYTCLAENAMGQVSCSATVTVQEKKGEGERKHRLSPARSKPIAPIFLQGLSDL 

KVMDGSQVTMTVQVSGNPPPEVIWLHDGNEIQESEDFHFEQKGGWHSLCIQE 

VFPEDTGTYTCEAWNSAGEVRTRAVLTVQEPHDGTQPWFISKPRSVTATLGQ 

SVLISCA1AGDPFSTGHWLRDGRALSKDSGHFELLQNEDVFTLVLKNVQPWH 

AGQYEILLKNRVGECSCQVSLMLHNSPSRAPPRGREPASCEGLCGGGGVGAH 

GDGDRHGTLRPCWPARGQGWPEEEDGEDVRGLLKRRVETRLHTEEAIRQQE 

VGQLDFRDLLGEKVSTKT 

SEQ ID NO: 139 

Figure 58- Full-length Amino Acid Sequence (mLRRFIPl) 

MTSPEGAQNKEIDCLSPEAQRLAEARLAAKRAARAEAREIRMKELERQQKEI 

YQVQKKYYGLDTKWGDIEQWMEDSERYSRRFRRNTSASDEDERLSVGSRGS 

LRTNGYDGDYCGSQSLSRRSGRGLSCSNLGLPSSGLASKPLSTQNGSRASMLD 

ESSLYGARRGSACGSRAPSEYGSHLNSSSRASSRASSARASPVVEERPDKDFA 

EKGSRNMPSLSAATLASLGGTSSRRGSGDTSISMDTEASIREIKELNELKDQIQ 

DVEGKYMQGLKEMKDSLAEVEEKYKKAMVSNAQLDNEKTNFMYQVDTLK 

DMLLELEEQLAESQRQYEEKNKEFEREKHAHSILQFQFAEVKEALRQREEML 

EEIRQLQQKQAGFIREISDLQETIEWKDKKIGALERQKEFFDSIRSERDDLREET 

VKLKEELKKHGIILNSEIATNGETSDTVNDVGYQAPTKITKEELNALKSAGEG 

TLDVRLKKLIDERECLLEQIKKLKGQLEGRQKNNKLDLLRAEDGILENGTDA 

HVMDLQRDANRQISDLKFKLAKSEQE1TALEQNVIRLESQVTRYRSAAENAE 

KIEDELKAEKRKLQRELRSALDKTEELEVSNGHLVKRLEKMKANRSALLSQQ 

SEQ DD NO: 140 

Figure 59- Full-length Amino Acid Sequence (mAPC2) 

MTSSMASYEQLVRQVEALKAENTHLRQELRDNSSHLSKLETETSGMKEVLK 
HLQGKLEQEARVLVSSGQTEVLEQLKALQTDISSLYNLKFHAPALGPEPAART 
PEGSPVHGSGPSKDSFGELSRATIRLLEELDQERCFLLSEIEKEEKEKLWYYSQ 
LQGLSKRLDELPHVDTFSMQMDLIRQQLEFEAQHIRSLMEERFGTSDEMVQR 



AQIRASRLEQIDKELLEAQDRVQQTEPQALLAVKPVAVEEEQEAEVPTHPEDG 

TPQPGNSKVEVVFWLLSMLATPvDQEDTARTLLAMSSSPESCVAMRRSGCLPL 

LLQILHGTEAGSVGRAGIPGAPGAKDARMRANAALHNIVFSQPDQGLARKEM 

RVLHVLEQIRAYCETCWDWLQAPvDSGTETPVPIEPQICQATCAVMKLSFDEE 

YRRAMNELGGLQAVAELLQVDYEMHKMTRDPLNLALRRYAGMTLTNLTFG 

DVANKATLCARRGCMEAIVAQLGSESEELHQVVSSILRNLSWRADINSKKVL 

REVGSMTALMECVLRASKESTLKSVLSALWNLSAHSTENKAAICQVDGALGF 

LVSTLTYRCQGNSLAVIESGGGILRNVSSLIATREDYRQVLRDHNCLQTLLQH 

LTSHSLTIVSNACGTLWNLSARSPRDQELLWDLGAVGMLRNLVHSKHKMIA 

MGSAAALRNLLAHRPAKYQAAAMAVSPGTCVPSLYVRKQRALEAELDTRHL 

VHALGHLEKQSLPEAETTSKKPLPPLRHLDGLVQDYASDSGCFDDDDAPSLA 

AAATTAEPASPAVMSMFLGGPFLQGQALARTPPARQGGLEAEKEAGGEAAV 

AAKAKAKLALAVARIDRLVEDISALHTSSDDSFSLSSGDPGQEAPREGRAQSC 

SPCRGTEGGRREAGSRAHPLLRLKAAHTSLSNDSLNSGSTSDGYCTREHMTP 

CPLAALAEHRDDPVRGQTRPRRLDLDLPSRAELPARDTAATDARVRTIKLSPT 

YQHVPLLDGAAGAGVRPLVGPGTSPGARKQAWIPADSLSKVPEKLVASPLPI 

ASKVLQKLVAQDGPMSLSRCSSLSSLSSTGHAVPSQAENLDSDSSLEGLEEAG 

PGEAELGRAWRASGSTSLPVSIPAPQRGRSRGLGVEDATPSSSSENCVQETPL 

VLSRCSSVSSLGSFESRSIASSIPSDPCSGLGSGTVSPSELPDSPGQTMPPSRSKT 

PPAPPGQPETSQFSLQWESYVKRFLDIADCRERCQPPSELDAGSVRFTVEKPDE 

NFSCASSLSALALHELYVQQDVELRLRPPACPERAVGGGGHRRRDEAASRLD 

GPAPAGSRARSATDKELEALRECLGAAMPARLRKVASALVPGRRSLPVPVY 

MLVPAPARGDDSGTDSAEGTPVNFSSAASLSDETLQGPSRDKPAGPGDRQKP 

TGRAAPARQTRSHRPKAAGAGKSTEHTRGPCRNRAGLELPLSRPQSARSNRD 

SSCQTRTRGDGALQSLCLTTPTEEAVYCFYDSDEEPPATAPPPRRASAIPRALK 

REKPAGRKETPSRAAQPATLPVRAQPRLIVDETPPCYSLTSSASSLSEPEAPEQP 

ANHARGPEQGSKQDSSPSPRAEEELLQRCISLAMPRRRTQVPGSRRRKPRALR 

SDIRPTEITQKCQEEVAGSDPASDLDSVEWQAIQEGANSIVTWLHQAAAKASL 

EASSESDSLLSLVSGVSAGSTLQPSKLRKGRKPAAEAGGAWRPEKRGTTSTKI 

NGSPRLPNGPEKAKGTQKMMAGESTMLRGRTVIYSAGPASRTQSKGISGPCT 

TPKKTGTSGTTQPETVTKAPSPEQQRSRSLHRPGKISELAALRHPPRSATPPAR 

LAKTPSSSSSQTSPASQPLPRRSPLATPTGGPLPGPGGSLVPKSPARALLAKQH 

KTQKSPVR1PFMQRPARRVPPPLARPSPEPGSRGRAGAEGTPGARGSRLGLVR 

MASARSSGSESSDRSGFRRQLTFIKESPGLLRRRRSELSSADSTASTSQAASPR 

RGRPALPAVFLCSSRCDELRVSPRQPLAAQRSPQAKPGLAPLAPRRTSSESPSR 

LPVRASPGRPETVKRYASLPHISVSRRSDSAVSVPTTQANATRRGSDGEARPL 

PRVAPPGTTWRRIKDEDVPHILRSTLPATALPLRVSSPEDSPAGTPQRKTSDAV 

VQTEDVATSKTNSSTSPSLESRDPPQAPASGPVAPQGSDVDGPVLTKPPASAPF 

PHEGLSAVIAGFPTSRHGSPSRAARVPPFNYVPSPMAAATMASDSAVEKAPVS 

SPASLLE 

SEQ ID NO: 141 

Figure 60- Full-length Amino Acid Sequence (mCYLN2(1047)) 

MQKPSGLKPPGRGGKHSSPVGRPSVGSASSSVVASTSGSKEGSPLHKQASGPS 

SSGAAATVSEKPGPKAAEVGDDFLGHFVVGERVWVNGVKPGVVQYLGETQF 

APGQWAGVVLDDPVGKNDGAVGAVRYFECPALQGIFTRPSKLTRQPTAEGSG 

SDTHSVESLTAQNLSLHSGTATPPLTGRVIPLRESVLNSSVKTGNESGSNLSDSG 

SVKRGDKDLHLGDRVLVGGTKTGVVRYVGETDFAKGEWCGVELDEPLGKN 

DGAVAGTRYFQCPPKFGLFAPIHKVIRIGFPSTSPAKAKKTKRMAMGVSALTHS 



PSSSSISSVSSVASSVGGPASRSGLLTETSSRYARKISGTIALQEALKEKQQHIEQ 

LLAERDLERAEVAKATSHICEVEKEIALLKAQHEQYVAEAEEKLQRARLLVEN 

VRKEKVDLSNQLEEERRKVEDLQFRVEEESITKGDLETQTQLEHARIGELEQS 

LLLEKAQAERLLRELADNRLTTVAEKSRVLQLEEELSLRRGEIEELQHCLLQSG 

PPPADHPEAAETLRLRERLLSASKEHQDDSTLLQDKYEHMLKTYQTEVDKLR 

AANEKYAQEVADLKAKVQQATTENMGLMDNWKSKLDSLASDHQKSLEDLK 

ATLNSGPGAQQKEIGELKALVEGIKMEHQLELGNLQAKHDLETAMHGKEKEG 

LRQKLQEVQEELAGLQQHWREQLEEQASQHRLELQEAQDQCRDAQLRVQEL 

EGLDVEYRGQAQAIEFLKEQISLAEKKMLDYEMLQRAEAQSRQEAERLREKL 

LVAENRLQAAESLCSAQHSHVIESSDLSEETIRMKETVEGLQDKLNKRDKEVT 

ALTSQMDMLRAQVSVLENKCKSGEKKIDSLLKEKRRLEAELEAVSRKTHDAS 

GQLVHISQELLRKERSLNELRVLLLEANRHSPGPERDLSREVHKAEWRIKEQK 

LKDDIRGLREKLTGLDKEKSLSEQRRYSLIDPASPPELLKLQHQLVSTEDALRD 

ALNQAQQVERLVEALRGCSDRTQTISNSGSANGIHQPDKAHKQEDKH 

SEQ ID NO: 142 

Figure 61- Full-length Amino Acid Sequence (mACTN3) 

MMMVMQPEGLGAGEGPFSGGGGGEYMEQEEDWDRDLLLDPAWEKQQRKT 

FTAWCNSHLRKAGTQIENIEEDFRNGLKLMLLLEV1SGERLPRPDKGKMRFHK 

IANVNKALDFIASKGVKLVSIGAEEIVDGNLKMTLGMIWTIILRFAIQDISVEET 

SAKEGLLLWCQRKTAPYRNVNVQNFHTSWKDGLALCALIHRHRPDLIDYAKL 

RKDDPIGNLNTAFEVAEKYLD1PKMLDAEDIVNTPKPDEKAIMTYVSCFYHAF 

AGAEQAETAANRICKVLAVNQENEKLMEEYEKLASELLEWIRRTVPWLENRV 

GEPSMSAMQRKLEDFRDYRRLHKPPRVQEKCQLEINFNTLQTKLRLSHRPAF 

MPSEGKLVSDIANAWRGLEQVEKGYEDWLLSEIRRLQRLQHLAEKFQQKASL 

HEAWTRGKEEMLNQHDYESASLQEVRALLRRHEAFESDLAAHQDRVEH1AA 

LAQELNELDYHEAASVNSRCQAICDQWDNLGTLTQKRRDALERMEKLLETID 

QLQLEFARRAAPFNNWLDGA1EDLQDVWLVHSVEETQSLLTAHEQFKATLPE 

ADRERGAILGIQGEIQKICQTYGLRPKSGNPYITLSSQDINNKWDTVRKLVPSR 

DQTLQEELARQQVNERLRRQFAAQANAIGPWIQGKVEEVGRLAAGLAGSLEE 

QMAGLRQQEQNIINYKSNIDRLEGDHQLLQESLVFDNKHTVYSMEHIRVGWE 

QLLTSIARTINEVENQVLTRDAKGLSQEQLNEFRASFNHFDRKRNGMMEPDDF 

RACLISMGYDLGEVEFARIMTMVDPNAAGVVTFQAFIDFMTRETAETDTAEQ 

VVASFKILAGDKNYITPEELRRELPAEQAEYCIRRMAPYKGSGAPSGALDYVA 

FSSALYGESDL 

SEQ ID NO: 143 

Figure 62- Full-length Amino Acid Sequence (mDTNBPl) 

MLETLRERLLSVQQDFTSGLKTLSDKSREAKVKGKPRTAPRLPKYSAGLELLS 

RYEDAWAALHRRAKECADAGELVDSEVVMLSAHWEKKRTSLNELQGQLQQ 

LPALLQDLESLMASLAHLETSFEEVENHLLHLEDLCGQCELERHKQAQAQHL 

ESYKKSKRKELEAFKAELDTEHTQKALEMEHTQQLKLKERQKFFEEAFQQD 

MEOYLSTGYLQIAERREPMGSMSSMEVNVDVLEQMDLMDISDOEALDVFLN 

SGGEDNIVMSPGVEMESNPNQNEMSLQIPSPSESASQPPASPSACTDLDTADAP 

L1QSDEEEVQVDTALVTLHTDRKSTPGVSDDSDQCDSTQDI 



SEQ ID NO: 144 

Figure 64- Full-length Amino Acid Sequence (ml4-3-3g) 

MVDREQLVQKARLAEQAERYDDMAAAMKNVTELNEPLSNEERNLLSVAYK 

NVVGARRSSWRVISSIEQKTSADGNEKKIEMVRAYREKIEKELEAVCQDVLSL 

LDNYLIKNCSETQYESKVFYLKMKGDYYRYLAEVATGEKRATVVESFEKAYS 

EAHEISKEHMQPTHPIRLGLALNYSVFYYEIQNAPEQACHLAKTAFDDAIAEL 

DTLNEDSYKDSTLIMQLLRDNLTLWTSDQQDDDGGEGNN 

SEQ ID NO: 145 

Figure 65- Full-length Amino Acid Sequence (ml4-3-3zeta) 

MDKNELVQKAKLAEQAERYDDMAACMKSVTEQGAELSNEERNLLSVAYKN 

VVGARRSSWRVVSSIEQKTEGAEKKQQMAREYREK1ETELRDICNDVLSLLE 

KFLIPNASQPESKVFYLKMKGDYYRYLAEVAAGDDKKGIVDQSQQAYQEAFE 

ISKKEMQPTHPIRLGLALNFSVFYYEILNSPEKACSLAKTAFDEAIAELDTLSEE 

SYKDSTLIMQLLRDNLTLWTSDTQGDEAEAGEGGEN 

SEQ ID NO: 146 

Figure 66- Full-length Amino Acid Sequence (14-3-3zeta) 

MDKNELVQKAKLAEQAERYDDMAACMKSVTEQGAELSNEERNLLSVAYKN 

VVGARRSSWRVVSSIEQKTEGAEKKQQMAREYREK1ETELRDICNDVLSLLE 

KFLIPNASQAESKVFYLKMKGDYYRYLAEVAAGDDKKGIVDQSQQAYQEAF 

EISKKEMQPTHPIRLGLALNFSVFYYEILNSPEKACSLAKTAFDEAIAELDTLSE 

ESYKDSTLIMQLLRDNLTLWTSDTQGDEAEAGEGGEN 

SEQ ID NO: 147 

Figure 67- Full-length Amino Acid Sequence (ml4-3-3b) 

MTMDKSELVQKAKLAEQAERYDDMAAAMKAVTEQGHELSNEERNLLSVAY 

KNVVGARRSSWRVISSIEQKTERNEKKQQMGKEYREKIEAELQDICNDVLELL 

DKYLILNATQAESKVFYLKMKGDYFRYLSEVASGENKQTTVSNSQQAYQEAF 

EISKKEMQPTHPIRLGLALNFSVFYYEILNSPEKACSLAKTAFDEAIAELDTLNE 

ESYKDSTL1MQLLRDNLTLWTSENQGDEGDAGEGEN 

SEQ ID NO: 148 

Figure 68- Full-length Amino Acid Sequence (ml4-3-3theta) 

MEKTELIQKAKLAEQAERYDDMATCMKAVTEQGAELSNEERNLLSVAYKNV 

VGGRRSAWRVISSIEQKTDTSDKKLQLIKDYREKVESELRSICTTVLELLDKYL 

IANATNPESKVFYLKMKGDYFRYLAEVACGDDRKQTIENSQGAYQEAFDISK 

KEMQPTHPIRLGLALNFSVFYYEILNNPELACTLAKTAFDEAIAELDTLNEDSY 

KDSTLIMQLLRDNLTLWTSDSAGEECDAAEGAEN 



SEQ ID NO: 149 

Figure 69- Full-length Amino Acid Sequence (14-3-3theta) 

MEKTELIQKAKLAEQAERYDDMATCMKAVTEQGAELSNEERNLLSVAYKNV 

VGGRRSAWRVISSIEQKTDTSDKKLQLIKDYREKVESELRSICTTVLELLDKYL 

IANATNPESKVFYLKMKGDYFRYLAEVACGDDRKQTIDNSQGAYQEAFDISK 

KEMQPTHPIRLGLALNFSVFYYEILNNPELACTLAKTAFDEAIAELDTLNEDSY 

KDSTLIMQLLRDNLTLWTSDSAGEECDAAEGAEN 

SEQ ID NO: 150 

Figure 70- Full-length Amino Acid Sequence (mSPNB2) 

NH 2 -MELQRTSSVSGPLSPAYTGQVPYNYNQLEGRFKQLQDEREAVQKKTFT 

KWVNSHLARVSCRITDLYTDLRDGRML1KLLEVLSGERLPKPTKGRMR1HCL 

ENVDKALQFLKEQRVHLENMGSHDIVDGNHRLTLGLIWTIILRFQIQDISVETE 

DNKEKKSAKDALLLWCQMKTAGYPNVNIHNFTTSWRDGMAFNALIHKHRP 

DLIDFDKLKKSNAHYNLQNAFNLAEQHLGLTKLLDPEDISVDHPDEKSIITYV 

VTYYHYFSKMKALAVEGKRIGKVLDNAIETEKMIEKYETLASDLLEWIEQTIII 

LNNRKFANSLVGVQQQLQAFNTYRTVEKPPKFTEKGNLEVLLFAIQSKMRAN 

NQKVYMPREGKLISDINKAWERLEKAEHERELALRNELIRQEKLEQLARRFD 

RKAAMRETWLSENQRLVSQDNFGFDLPAVEAATKKHEAIETDIAAYEERVQ 

AVVAVARELEAENYHDIKRITARKDNVIRLWEYLLELLRARRQRLEMNLGLQ 

KIFQEMLYIMDWMDEMKVLLLSQDYGKHLLGVEDLLQKHALVEADIAIQAE 

RVRGVNASAQKFATDGEGYKPCDPQVIRDRVAHMEFCYQELCQLAAERRAR 

LEESRRLWKFFWEMAEEEGWIREKEKILSSDDYGKDLTSVMRLLSKHRAFED 

EMSGRSGHFEQA1KEGEDMIAEEHFGSEKIRERIIYIREQWANLEQLSAIRKKR 

LEEASLLHQFQADADDIDAWMLDILKIVSSNDVGHDEYSTQSLVKKHKDVAE 

E1TNCRPTIDTLHEQASALPQAHAESPDVKGRLAGIEERCKEMAELTRLRKQA 

LQDTLALYKMFSEADACELWIDEKEQWLNNMQIPEKLEDLEVIQHRFESLEP 

EMNNQASRVAVVNQIARQLMHNGHPSEKEIRAQQDKLNTRWSQFRELVDRK 

KDALLSALSIQNYHLECNETKSCIREKTKVIESTQDLGNDLAGVMALQCKLTG 

MERDLVAIEAKLSDLQKEAEKLESEHPDQAQAILSRLAEISDVWEEMKTTLK 

NREASLGEASKLQQFLRDLDDFQSWLSRTQTAIASEDMPNTLTEAEKLLTQH 

ENIKNEIDNYEEDYQKMRDMGEMVTQGQTDAQYMFLRQRLQALDTGWNEL 

HKMWENRQNLLSQSHAYQQFLRDTKQAEAFLNNQEYVLAHTEMPTTLEGA 

EAAIKKQEDFMTTMDANEEKINAVVETGRRLVSDGNINSDRIQEKVDSIDDR 

HRKNREAASELLMRLKDNRDLQKFLQDCQELSLWINEKMLTAQDMSYDEAR 

NLHSKWLKHQAFMAELASNKEWLDKIEKEGMQLISEKPETEAVVKEKLTGL 

HKMWEVLESTTQTKAQRLFDANKAELFTQSCADLDKWLHGLESQIQSDDYG 

KDLTSVNILLKKQQMLENQMEVRKKEIEELQSQAQALSQEGKSTDEVDSKRL 

TVQTKFMELLEPLSERKHNLLASKEIHQFNRDVEDEILWVGERMPLATSTDH 

GHNLQTVQLLIKKNQTLQKEIQGHQPRIDDIFERSQN1ITDSSSLNAEAIRQRLA 

DLKQLWGLLIEETEKRHRRLEEAHKAQQYYFDAAEAEAWMSEQELYMMSE 

EKAKDEQSAVSMLKKHQILEQAVEDYAETVHQLSKTSRALVADSHPESERIS 

MRQSKVDKLYAGLKDLAEERRGKLDERHRLFQLNREVDDLEQWIAEREVVA 

GSHELGQDYEHVTMLQERFREFARDTGNIGQERVDTVNNMADELINSGHSD 

AATIAEWKDGLNEAWADLLELIDTRTQILAASYELHKFYHDAKEIFGRIQDKH 

KKLPEELGRDQNTVETLQRMHTTFEHDIQALGTQVRQLQEDAARLQAAYAG 

DKADDIQKRENEVLEAWKSLLDACEGRRVRLVDTGDKFRFFSMVRDLMLW 

MEDVIRQIEAQEKPRDVSSVELLMNNHQGIKAEIDARNDSFTACIELGKSLLA 



RKHYASEEIKEKLLQLTEKRKEMIDKWEDRWEWLRLILEVHQFSRDASVAEA 
WLLGQEPYLSSREIGQSVDEVEKLIKRHEAFEKSAATWDERFSALERLTTLEL 
LEVRRQQEEEERKRRPPSPDPNTKVSEEAESQQWDTSKGDQVSQNGLPAEQG 
SPRVSYRSQTYQNYKNFNSRRTASDHSWSGM 

SEQ ID NO: 151 

Figure 72- Full-length Amino Acid Sequence (MACF1) (SEQ ID NO: 151) 

MSSSDEETLSERSCRSERSCRSERSYRSERSGSLSPCPPGDTLPWNLPLHEQKK 

RKSQDSVLDPAERAVVRVADERDRVQKKTFTKWVNKHLMKVRKHFNDLYE 

DLRDGHNLISLLEVLSGIKLPREKGRMRFHRLQNVQIALDFLKQRQVKLVNIR 

NDDITDGNPKLTLGLIWT1ILHFQISDIYISGESGDMSAKEKLLLWTQKVTAGY 

TGIKCTNFSSCWSDGKMFNALIHRYRPDLVDMERVQIQSNRENLEQAFEVAE 

RLGVTRLLDAEDVDVPSPDEKSVITYVSSIYDAFPKVPEGGEGISATEVDSRW 

QEYQSRVDSLIPWIKQHTILMSDKTFPQNPVELKALYNQYIHFKETEILAKERE 

KGRIEELYKLLEVWIEFGRIKLPQGYHPNDVEEEWGKLIIEMLEREKSLRPAVE 

RLELLLQIANKIQNGALNCEEKLTLAKNTLQADAAHLESGQPVQCESDVIMYI 

QECEGLIRQLQVDLQILRDENYYQLEELAFRVMRLQDELVTLRLECTNLYRK 

GHFTSLELVPPSTLTTTHLKAEPLTKATHSSSTSWFRKPMTRAELGPSAPLKM 

KAISDLCMNYCLWVEEMQMKLERAEWGNDLPSVELQLETQQHIHTSVEELG 

SSVKEARLYEGKMSQNFHTSYAETLGKLETQYCKLKETSSFRMRHLQSLHKF 

VSRATAELIWLNEKEEEELAYDWSDNNSNISAKRNYFSELTMELEEKQDVFR 

SLQDTAELLSLENHPAKQTVEAYSAAVQSQLQWMKQLCLCVEQHVKENTAY 

FQFFSDARELESFLRNLQDSIKRKYSCDHNTSLSRLEDLLQDSMDEKEQLIQSK 

SSVASLVGRSKTIVQLKPRSPDHVLKNTISVKAVCDYRQIEITICKNDECVLED 

NSQRTKWKVISPTGNEAMVPSVCFLIPPPNKDAIEMASRVEQSYQKVMALWH 

QLHVNTKSLISWNYLRKDLDLVQTWNLEKLRSSAPGECHQIMKNLQAHYED 

FLQDSRDSVLFSVADRLRLEEEVEACKARFQHLMKSMENEDKEETVAKMYIS 

ELKNIRLRLEEYEQRVVKRIQSLASSRTDRDAWQDNALRIAEQEHTQEDLQQ 

LRSDLDAVSMKCDSFLHQSPSSSSVPTLRSELNLLVEKMDHVYGLSTVYLNK 

LKTVDVIVRSIQDAELLVKGYEIKLSQEEVVLADLSALEAHWSTLRHWLSDV 

KDKNSVFSVLDEEIAKAKVVAEQMSRLTPERNLDLERYQEKGSQLQERWHR 

VIAQLEIRQSELESIQEVLGDYRACHGTLIKWIEETTAQQEMMKPGQAEDSRV 

LSEQLSQQTALFAEIERNQTKLDQCQKFSQQYSTIVKDYELQLMTYKAFVESQ 

QKSPGKRRRMLSSSDAITQEFMDLRTRYTALVTLTTQHVKYISDALRRLEEEE 

KVVEEEKQEHVEKVKELLGWVSTLARNTQGKATSSETKESTDIEKAILEQQV 

LSEELTTKKEQVSEAIKASQIFLAKHGHKLSEKEKKQISEQLNALNKAYHDLC 

DGSANQLQQLQSQLAHQTEQKTLQKQQNTCHQQLEDLCSWVGQAERALAG 

HQGRTTQQDLSALQKNQSDLKDLQDDIQNRATSFATVVKDIEGFMEENQTKL 

SPRELTALREKLHQAKEQYEALQEETRVAQKELEEAVTSALQQETEKSKAAK 

ELAENKKKIDALLDWVTSVGSSGGQLLTNLPGMEQLSGASLEKGALDTTDG 

YMGVNQAPEKLDKQCEMMKARHQELLSQQQNFILATQSAQAFLDQHGHNL 

TPEEQQMLQQKLGELKEQYSTSLAQSEAELKQVQTLQDELQKFLQDHKEFES 

WLERSEKELENMHKGGSSPETLPSLLKRQGSFSEDVISHKGDLRFVTISGQKV 

LDMENSFKEGKEPSEIGNLVKDKLKDATERYTALHSKCTRLGSHLNMLLGQY 

HQFQNSADSLQAWMQACEANVEKLLSDTAASDPGVLQEQLATTKQLQEELA 

EHQVPVEKLQKVARDIMEIEGEPAPDHRHVQETTDSILSHFQSLSYSLAERSSL 

LQKAIAQSQSVQDSLESLLQSIGEVEQNLEGKQVSSLSSGVIQEALATNMKLK 

QDIARQKSSLEATREMVTRFMETADSTTAAVLQGKLAEVSQRFEQLCLQQQE 

KESSLKKLLPQAEMFEHLSGKLQQFMENKSRMLASGNQPDQDITHFFQQIQE 



LNLEMEDQQENLDTLEHLVTELSSCGFALDLCQHQDRVQNLRKDFTELQKTV 

KEREKDASSCQEQLDEFRKLVRTFQKWLKETEGSIPPTETSMSAKELEKQIEH 

LKSLLDDWASKGTLVEEINYKGTSLENLIMEITAPDSQGKTGSILPSVGSSVGS 

VNGYHTCKDLTEIQCDMSDVNLKYEKLGGVLHERQESLQAILNRMEEVUKE 

ANSVLQWLESKEEVLKSMDAMSSPTKTETVKAQAESNKAFLAELEQNSPKIQ 

KVKEALAGLLVTYPNSQEAENWKKIQEELNSRWERATEVTVARQRQLEESA 

SHLACFQAAESQLQPWLMEKELMMGVLGPLSIDPNMLNAQKQQVQFMLKEF 

EARRQQHEQLNEAAQGILTGPGDVSLSTSQVQKELQSINQKWVELTDKLNSR 

SSQIDQAIVKSTQYQELLQDLSEKVRAVGQRLSVQSAISTQPEAVKQQLEETS 

EIRSDLEQLDHEVKEAQTLCDELSVLIGEQYLKDELKKRLETVALPLQGLEDL 

AADRINRLQAALASTQQFQQMFDELRTWLDDKQSQQAKNCPISAKLERLQSQ 

LQENEEFQKSLNQHSGSYEVIVAEGESLLLSVPPGEEKRTLQNQLVELKNHWE 

ELSKKTADRQSRLKDCMQKAQKYQWHVEDLVPWIEDCKAKMSELRVTLDP 

VQLESSLLRSKAMLNEVEKRRSLLEILNSAADILINSSEADEDGIRDEKAGI1MQ 

NMDAVTEELQAKTGSLEEMTQRLREFQESFKNIEKKVEGAKHQLEIFDALGS 

QACSNKNLEKLRAQQEVLQALEPQVDYLRNFTQGLVEDAPDGSDASQLLHQ 

AEVAQQEFLEVKQRVNSGCVMMENKLEGIGQFHCRVREMFSQLADLDDELD 

GMGAIGRDTDSLQSQIEDVRLFLNKIHVLKLDIEASEAECRHMLEEEGTLDLL 

GLKRELEALNKQCGKLTERGKARQEQLELTLGRVEDFYRKLKGLNDATTAA 

EEAEALQWVVGTEVEIINQQLADFKMFQKEQVDPLQMKLQQVNGLGQGLIQ 

SAGKDCDVQGLEHDMEEINARWNTLNKKVAQRIAQLQEALLHCGKFQDALE 

PLLSWLADTEELIANQKPPSAEYKVVKAQIQEQKLLQRLLDDRKATVDMLQA 

EGGRIAQSAELADREKITGQLESLESRWTELLSKAAARQKQLEDILVLAKQFH 

ETAEPISDFLSVTEKKLANSEPVGTQTAKIQQQIIRHKALEEDIENHATDVHQA 

VKIGQSLSSLTSPAEQGVLSEKIDSLQARYSEIQDRCCRKAALLDQALSNARLF 

GEDEVEVLNWLAEVEDKLSSVFVKDFKQDVLHRQHADHLALNEEIVNRKKN 

VDQAIKNGQALLKQTTGEEVLLIQEKLDGIKTRYADITVTSSKALRTLEQARQ 

LATKFQSTYEELTGWLREVEEELATSGGQSPTGEQIPQFQQRQKELKKEVME 

HRLVLDTVNEVSRALLELVPWRAREGLDKLVSDANEQYKLVSDTIGQRVDEI 

DAAIQRSQQYEQAADAELAWVAETKRKLMALGPIRLEQDQTTAQLQVQKAF 

SIDIIRHKDSMDELFSHRSEIFGTCGEEQKTVLQEKTESLIQQYEAISLLNSERY 

ARLERAQVLVNQFWETYEELSPWIEETRALIAQLPSPAIDHEQLRQQQEEMRQ 

LRESIAEHKPHIDKLLKIGPQLKELNPEEGEMVEEKYQKAENMYAQIKEEVRQ 

RALALDEAVSQSTQITEFHDKIEPMLETLENLSSRLRMPPLIPAEVDKIRECISD 

NKSATVELEKLQPSFEALKRRGEELIGRSQGADKDLAAKEIQDKLDQMVFFW 

EDIKARAEEREIKFLDVLELAEKFWYDMAALLTTIKDTQDIVHDLESPGIDPSII 

KQQVEAAETIKEETDGLHEELEFIRILGADLIFACGETEKPEVRKSIDEMNNAW 

ENLNKTWKERLEKLEDAMQAAVQYQDTLQAMFDWLDNTVIKLCTMPPVGT 

DLNTVKDQLNEMKEFKVEVYQQQIEMEKLNHQGELMLKKATDETDRDIIRE 

PLTELKHLWENLGEKIAHRQHKLEGALLALGQFQHALEELMSWLTHTEELLD 

AQRPISGDPKVIEVELAKHHVLKNDVLAHQATVETVNKAGNELLESSAGDDA 

SSLRSRLEAMNQCWESVLQKTEEREQQLQSTLQQAQGFHSEIEDFLLELTRME 

SQLSASKPTGGLPETAREQLDTHMELYSQLKAKEETYNQLLDKGRLMLLSRD 

DSGSGSKTEQSVALLEQKWHVVSSKMEERKSKLEEALNLATEFQNSLQEFIN 

WLTLAEQSLNIASPPSLILNTVLSQIEEHKVFANEVNAHRDQIIELDQTGNQLK 

FLSQKQDVVLIKNLLVSVQSRWEKVVQRSIERGRSLDDARKRAKQFHEAWK 

KLIDWLEDAESHLDSELEISNDPDKIKLQLSKHKEFQKTLGGKQPVYDTTIRT 

GRALKEKTLLPEDTQKLDNFLGEVRDKWDTVCGKSVERQHKLEEALLFSGQ 

FMDALQALVDWLYKVEPQLAEDQPVHGDLDLVMNLMDAHKVFQKELGKR 

TGTVQVLKRSGRELIENSRDDTTWVKGQLQELSTRWDTVCKLSVSKQSRLEQ 



ALKQAEVFRDTVHMLLEWLSEAEQTLRFRGALPDDTEALQSLIDTHKEFMKK 

VEEKRVDVNSAVAMGEVILAVCHPDCITTIKHWITIIRARFEEVLTWAKQHQQ 

PvLETALSELVANAELLEELLAWIQWAETTLIQPvDQEPIPQNIDRVKALIAEHQT 

FMEEMTRKQPDVDRVTKTYKRKNIEPTHAPFIEKSRSGGRKSLSQPTPPPMPIL 

SQSEAKNPRINQLSARWQQVWLLALERQRKLNDALDRLEELKEFANFDFDV 

WRKKYMRWMNHKKSRVMDFFRRIDKDQDGKITRQEFIDGILASKFPTTKLE 

MTAVADIFDRDGDGYIDYYEFVAALHPNKDAYRPTTDADKIEDEVTRQVAQ 

CKCAKRFQVEQIGENKYRFGDSQQLRLVRILRSTVMVRVGGGWMALDEFLV 

KNDPCRARGRTNIELREKFILPEGASQGMTPFRSRGRRSKPSSRAASPTRSSSS 

ASQSNHSCTSMPSSPATPASGTKVIPSSGSKLKRPTPTFHSSRTSLAGDTSNSSS 

PASTGAKTNRADPKKSASRPGSRAGSRAGSRASSRRGSDASDFDLLETQSACS 

DTSESSAAGGQGNSRRGLNKPSKIPTMSKKTTTASPRTPGPKR 

SEQ ID NO: 152 

Figure 73- Full-length Amino Acid Sequence (MYH1) 

MSSDSEMAIFGEAAPFLRKSERERIEAQNKPFDAKTSVFVVDPKESFVKATVQ 

SREGGKVTAKTEAGATVTVKDDQVFPMNPPKYDKIEDMAMMTHLHEPAVL 

YNLKERYAAWMIYTYSGLFCVTVNPYKWLPVYNAEVVTAYRGKKRQEAPP 

HIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVIQYFATIAVTGEKKK 

EEVTSGKMQGTLEDQI1SANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKL 

ASADIETYLLEKSRVTFQLKAERSYH1FYQIMSNKKPDLIEMLLITTNPYDYAF 

VSQGE1TVPSIDDQEELMATDSAIEILGFTSDERVSIYKLTGAVMHYGNMKFK 

QKQREEQAEPDGTEVADKAAYLQNLNSADLLKALCYPRVKVGNEYVTKGQ 

TVQQVYNAVGALAKAVYDKMFLWMVTRINQQLDTKQPRQYFIGVLDIAGFE 

IFDFNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLAA 

CIELIEKPMGIFSILEEECMFPKATDTSFKNKLYEQHLGKSNNFQKPKPAKGKP 

EAHFSLIHYAGTVDYNIAGWLDKNKDPLNETVVGLYQKSAMKTLALLFVGA 

TGAEAEAGGGKKGGKKKGSSFQTVSALFRENLNKLMTNLRSTHPHFVRCIIP 

NETKTPGAMEHELVLHQLRCNGVLEGIRICRKGFPSRJLYADFKQRYKVLNAS 

AIPEGQFIDSKKASEKLLGSIDIDHTQYKFGHTKVFFKAGLLGLLEEMRDEKL 

AQLITRTQAMCRGFLARVEYQKMVERRESIFCIQYNVRAFMNVKHWPWMKL 

YFKIKPLLKSAETEKEMANMKEEFEKTKEELAKTEAKRKELEEKMVTLMQE 

KNDLQLQVQAEADSLADAEERCDQLIKTKIQLEAKIKEVTERAEDEEEINAEL 

TAKKRKLEDECSELKKDIDDLELTLAKVEKEKHATENKVKNLTEEMAGLDET 

IAKLTKEKKALQEAHQQTLDDLQAEEDKVNTLTKAKIKLEQQVDDLEGSLEQ 

EKKIRMDLERAKRKLEGDLKLAQESAMDIENDKQQLDEKLKKKEFEMSGLQ 

SKIEDEQALGMQLQKKIKELQARIEELEEEIEAERASRAKAEKQRSDLSRELEE 

ISERLEEAGGATSAQIEMNKKREAEFQKMRRDLEEATLQHEATAATLRKKHA 

DSVAELGEQIDNLQRVKQKLEKEKSEMKMEIDDLASNMETVSKAKGNLEKM 

CRALEDQLSEIKTKEEEQQRLINDLTAQRARLQTESGEYSRQLDEKDTLVSQL 

SRGKQAFTQQIEELKRQLEEEIKAKSALAHALQSSRHDCDLLREQYEEEQEAK 

AELQRAMSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDAEEHVE 

AVNAKCASLEKTKQRLQNEVEDLMIDVERTNAACAALDKKQRNFDKILAEW 

KQKCEETHAELEASQKESRSLSTELFKIKNAYEESLDQLETLKRENKNLQQEIS 

DLTEQIAEGGKRJHELEKIKKQVEQEKSELQAALEEAEASLEHEEGKILRIQLE 

LNQVKSEVDRKIAEKDEE1DQMKRNHIRIVESMQSTLDAEIRSRNDAIRLKKK 

MEGDLNEMEIQLNHANRMAAEALRNYRNTQAILKDTQLHLDDALRSQEDLK 

EQLAMVERRANLLQAEIEELRATLEQTERSRKIAEQELLDASERVQLLHTQNT 

SLINTKXKLETDISQIQGEMEDIIQEARNAEEKAKKAITDAAMMAEELKKEQD 



TSAHLERMKKNLEQTVKDLQHRLDEAEQLALKGGKKQIQKLEARVRELEGE 
VESEQKRNVEAVKGLRKHERKVKELTYQTEEDRKNILRLQDLVDKLQAKVK 
SYKRQAEEAEEQSNVNLSKFRRIQHELEEAEERADIAESQVNKLRVKSREVHT 
KI1SEE 

SEQ ID NO: 153 

Figure 74- Full-length Amino Acid Sequence (mPPGB) 

MPGTALSPLLLLLLLSWASRNEAAPDQDEIDCLPGLAKQPSFRQYSGYLRASD 

SKHFHYWFVESQNDPKNSPVVLWLNGGPGCSSLDGLLTEHGPFLIQPDGVTLE 

YNPYAWNLIANVLYIESPAGVGFSYSDDKMYVTNDTEVAENNYEALKDFFRL 

FPEYKDNKLFLTGESYAGIYIPTLAVLVMQDPSMNLQGLAVGNGLASYEQNDN 

SLVYFAYYHGLLGNRLWTSLQTHCCAQNKCNFYDNKDPECVNNLLEVSRIVG 

KSGLNIYNLYAPCAGGVPGRHRYEDTLVVQDFGNIFTRLPLKRRFPEALMRSG 

DKVRLDPPCTNTTAPSNYLNNPYVRKALHIPESLPRWDMCNFLVNLQYRRLY 

QSMNSQYLKLLSSQKYQILLYNGDVDMACNFMGDEWFVDSLNQKMEVQRR 

PWLVDYGESGEQVAGFVKECSHITFLTIKGAGHMVPTDKPRAAFTMFSRFLN 

KEPY 

SEQ ID NO: 154 

Figure 75- Full-length Amino Acid Sequence (mZYX) 

MAAPRPPPAISVSVSAPAFYAPQKKFAPVVAPKPKVNPFRPGDSEPPVAAGAQR 

AQMGRVGEIPPPPPEDFPLPPPPLIGEGDDSEGALGGAFPPPPPPMIEEPFPPAPL 

EEDIFPSPPPPLEEEGGPEAPTQLPPQPREKVCSIDLEIDSLSSLLDDMTKNDPFK 

ARVSSGYVPPPVATPFVPKPSTKPAPGGTAPLPPWKTPSSSQPPPQPQAKPQVQ 

LHVQPQAKPHVQPQPVSSANTQPRGPLSQAPTPAPKFAPVAPKFTPVVSKFSPG 

APSGPGPQPNQKMVPPDAPSSVSTGSPQPPSFTYAQQKEKPLVQEKQHPQPPP 

AQNQNQVRSPGGPGPLTLKEVEELEQLTQQLMQDMEHPQRQSVAVNESCGKC 

NQPLARAQPAVRALGQLFHITCFTCHQCQQQLQGQQFYSLEGAPYCEGCYTD 

TLEKCNTCGQPITDRMLRATGKAYHPQCFTCVVCACPLEGTSFIVDQANQPHC 

VPDYHKQYAPRCSVCSEPIMPEPGRDETVRVVALDKNFHMKCYKCEDCGKPL 

SIEADDNGCFPLDGHVLCRKCHSARAQT 

SEQ ID NO: 155 

Figure 76- Full-length Amino Acid Sequence (mPRKCABP) (SEQ ID NO: 155) 

MFADLDYDIEEDKLGIPTVPGKVTLQKDAQNLIGISIGGGAQYCPCLYIVQVFD 

NTPAALDGTVAAGDEITGVNGKSIKGKTKVEVAKMIQEVKGEVTIHYNKLQA 

DPKQGMSLDIVLKKVKHRLVENMSSGTADALGLSRAILCNDGLVKRLEELER 

TAELYKGMTEHTKNLLRAFYELSQTHRAFGDVFSVIGVREPQPAASEAFVKFA 

DAHRSIEKFGIRLLKTIKPMLTDLNTYLNKAIPDTRLTIKKYLDVKFEYLSYCL 

KVKEMDDEEYSCIALGEPLYRVSTGNYEYRLILRCRQEARARFSQMRKDVLE 

KMELLDQKHVQDIVFQLQRFVSTMSKYYNDCYAVLQDADVFPIEVDLAHTTL 

AYGPNQGSFTDGEEEDEEEEDGAAREVSKDACGATGPTDKGGSWCDS 



SEQ ID NO: 156 

Figure 77- Full-length Amino Acid Sequence (mMYLK) (SEQ ID NO: 156) 

MGDVKLFASSHMSKTSHSVDPSKVSSMPLTEAPAFILPPRNLCVKEGATAKFE 

GRVRGYPEPQVTWHRKGQAITNGGRFLLDCGVRGTFSLVIHTVPvEEDKGKYT 

CEASNGSGARQVTVELTVEGNSMKKRDQPVLSKASGFPGETRPSIWGECPPK 

FATKLGRAVVKEGQMGRFSCKITGRPPPQVTWLKGNVPLQPSARVSMSEKN 

GMQILEIRGVTRDDLGVYTCMVVNGSGKASMSAELSIPGLDNAARLAVRGT 

KAPSPDIRKEVTNGVSKDPETVAESKNCPSPQRSGSSARATNSHLKSPQEPKP 

KLCEDAPRKVPQSSILQKSTSTITLQALKVQPEARVPAIGSFSPGEDRKSLAAP 

QQATLPTRQSSLGGSVGNKFVTGNIPRESQRESTFPRFESQPQSQEVTEGQTVK 

FICEVSGIPKPDVGWFLEGIPVRRREGITEVYEDGVSHHLCLLRARTRDSGRYS 

CTASNSLGQVSCSWSLLVDRPNLAQTAPSFSSVLKDSVVIEGQDFVLRCSVQG 

TPAPRVTWLLNGQPIQFAHSICEAGVAELHIQDALPEDRGTYTCLAENAMGQ 

VSCSATVTVQEKKGEGEREHRLSPARSKPIAPIFLQGLSDLKVMDGSQVTMTV 

QVSGNPPPEVIWLHDGNEIQESEDFHFEQKGGWHSLCIQEVFPEDTGTYTCEA 

WNSAGEVRTRAVLTVQEPHDGTQPWFISKPRSVTATLGQSVLISCAIAGDPFP 

TVHWLRDGRALSKDSGHFELLQNEDVFTLVLKNVQPWHAGQYEILLKNRVG 

ECSCQVSLMLHNSPSRAPPRGREPASCEGLCGGGGVGAHGDGDRHGTLRPC 

WPARGQGWPEEEDGEDVRGLLKRRVETRLHTEEA1RQQEVGQLDFRDLLGK 

KVSTKTVSEDDLKDIPAEQMDFRANLQRQVKPKTISEEERKVHSPQQVDFRS 

VLAKKGTPKTPVPEKAPPKAATPDFRSVLGGKKKSPSENGGNSAEVLNVKAG 

ESPTPAGDAQAIGALKPVGNAKPAETPKPIGNAKPTETLKPVGNTKPAETLKP1 

ANAQPSGSLKPVTNAQPAEPQKPVGNAKSAETSKPAGKEEVKEVKNDVNCK 

KGQVGATGNEKRPESQGSAPVFKEKLQDVHVAEGEKLLLQCQVISDPPATVT 

WSLNGKTLKTTKFIVLAQEGSRFSVSIEKALPEDRGLYKCVAKNSAGQAECSC 

QVTVDDAQTSENTKAPEMKSRRPKSSLPPVLGTESDATVKKKPAPKTPTKAA 

MPPQIIQFPEDQKVRAGEPVELFGKVAGTQPITCKWMKFRKQIQESEHIKVEN 

GESGSKLTILAARQEHCGCYTLVVENKLGSRQAQVNLTVVDKPDPPAGTPCA 

SDIRSSSLTLSWYGSSYDGGSAVQSYNVEIWDTEDKVWKELATCRSTSFNVQ 

DLLPDREYKFRVRAVNVYGTSEPSQESELTAVGEKPEEPKDEVEVSDDDEKE 

PEVDYRTVTVNTEQKVSDVYDIEERLGSGKFGQVFRLVEKKTGKIWAGKFFK 

AYSAKEKDNIRQEISIMNCLHHPKLVQCVDAFEEKANIVMVLE 

SEQ ID NO: 157 

Figure 78- Partial cDNA Nucleotide Sequence Encoding the Amino Acid 
Sequence of SEQ D3 NO: 7 (1098 nucleotides in total) 

5'-GACCTGAAGGCCACGCTGAACTCTGGCCCAGGCGCCCAGCAGAAGGAG 

ATCGGAGAGTTGAAGGCCCTGGTAGAGGGCATCAAGATGGAGCACCAGC 

TGGAGTTAGGTAACCTGCAGGCCAAGCACGACTTGGAGACGGCCATGCAT 

GGGAAGGAGAAGGAGGGCCTGCGGCAGAAGCTGCAAGAGGTCCAGGAGG 

AGCTGGCCGGGCTGCAGCAGCACTGGAGGGAGCAGCTGGAGGAGCAGGC 

CAGCCAGCATCGGCTGGAGCTCCAAGAAGCCCAGGACCAATGTCGCGACG 

CCCAGCTGCGCGCGCAGGAGCTAGAGGGACTGGATGTGGAGTACCGTGGC 

CAGGCTCAAGCCATCGAGTTCCTCAAAGAGCAGATCTCACTGGCTGAAAA 

GAAGATGCTAGATTACGAGATGCTGCAGAGGGCCGAAGCCCAGAGCAGG 

CAGGAGGCCGAGCGGCTGCGGGAAAAGCTTCTGGTGGCTGAGAATAGAC 

TCCAGGCCGCCGAGTCCCTGTGCTCAGCCCAGCACAGCCATGTGATCGAA 



TCCAGTGACCTTTCTGAGGAGACAATTCGGATGAAGGAGACTGTAGAGGG 
CCTGCAGGACAAGCTGAACAAGAGGGACAAAGAGGTGACAGCCTTGACA 
TCCCAGATGGACATGCTCAGGGCCCAAGTAAGTGCTCTAGAAAACAAGTG 
CAAATCAGGAGAGAAGAAGATAGATTCTCTCCTGAAGGAGAAGAGGCGC 
5 CTAGAGGCAGAGCTGGAGGCTGTGTCTCGGAAGACCCACGATGCCTCCGG 
CCAGCTGGTCCACATCAGCCAGGAGTTGCTGCGGAAAGAGAGGAGTCTGA 
ACGAGCTGAGGGTGTTGCTGTTAGAAGCCAATCGCCACTCCCCAGGGCCC 
GAGAGAGACCTGAGCCGTGAAGTACACAAAGCTGAATGGCGGATAAAGG 
AACAGAAACTGAAGGATGACATCCGGGGCCTGCGTGAGAAGCTGACCGG 
10 GCTGGACAAGGAGAAGTCCCTATCAGAGCAGAGACGCTACTCCCTCATTG 
ACCCAGCTTCACCACCCGAGCTGCTGAAACTGCAGCATCAGTTGGTGAGC 
ACGG AAGAC-3 ' 

SEQ ID NO: 158 

15 Figure 79- Partial cDNA Nucleotide Sequence Encoding the Amino Acid 
Sequence of SEQ ID NO: 10 (SEQ ID NO: 158) (591 nucleotides in total) 

5'-GAGAAAGGAATCAAACTGCTGCAGGCACAGAAGCTGGTGCAGTATTTG 
CGGGAGTGTGAGGATGTAATGGACTGGATCAATGACAAGGAAGCAATTGT 

20 GACTTCTGAGGAGCTGGGCCAGGACCTGGAGCATGTAGAGGTGCTACAGA 
AGAAGTTTGAAGAGTTTCAGACTGATCTGGCTGCTCATGAAGAAAGAGTT 
AATGAAGTGAGCCAGTTTGCTGCCAAACTCATCCAGGAGCAGCACCCGGA 
AGAGGAGCTGATCAAGACCAAGCAGGATGAGGTGAATGCAGCATGGCAG 
CGACTGAAAGGCCTGGCTCTTCAAAGGCAGGGCAAGCTGTTCGGTGCTGC 

25 TGAGGTCCAGCGCTTTAACAGGGATGTAGATGAGACCATTGGTTGGATTA 
AGGAGAAAGAGCAGTTAATGGCCTCTGATGACTTCGGCAGAGACTTAGCA 
AGTGTTCAAGCTCTGCTTCGAAAGCATGAGGGTCTGGAGAGAGATCTTGC 
TGCTCTAGAGGACAAGGTGAAAGCCCTGTGTGCTGAGGCTGACCGCCTGC 
AACAGTCACACCCTCTGAGTGCCAGCCAGATCCAGGGGAAGCGA-3' 

30 

SEQ D3 NO: 159 

Figure 80- Partial cDNA Nucleotide Sequence Encoding the Amino Acid 
Sequence of SEQ ID NO: 19 (375 nucleotides in total) 

35 5 ' -G ACG ATGCCGCCGTGG AG AC AGCTG AGGAAGC AAAGG AGCCTGCTG A 
AGCTGACATCACTGAGCTCTGCCGGGACATGTTCTCCAAAATGGCCACTT 
ACCTGACTGGGGAACTGACGGCCACCAGTGAAGACTATAAGCTCCTGGAA 
AATATGAATAAACTCACCAGCTTGAAGTATCTTGAAATGAAAGATATTGC 
TATAAACATTAGTAGGAACTTAAAGGACTTAAACCAGAAATATGCTGGAC 

40 TGCAGCCTTATCTGGATCAGATCAATGTCATTGAAGAGCAGGTAGCAGCT 
CTTGAGCAGGCAGCTTACAAGTTGGATGCATATTCAAAAAAACTGGAAGC 
C AAGTAC AAG AAGCTGG AGAAGCG ATGA-3 ' 



NH2-MAGGEDRGDGEPVSVVTVRVQYLEDTDPFACANFPEPRRAPTCSLDGA 

LPLGAQIPAVHRLLGAPLKLEDCALQVSPSGYYLDTELSLEEQREMLEGFYEEI 

SKGRKPTLILRTQLSVRVNAILEKLYSSSGPELRRSLFSLKQIFQEDKDLVPEFV 

HSEGLSCLIRVGAAADHNYQSYILRALGQLMLFVDGMLGVVAHSDTIQWLYT 

LCASLSRLVVKTALKLLLVFVEYSENNAPLFIRAVNSVATTTGAPPWANLVSILE 

EKNGADPELLVYTVTLINKTLAALPDQDSFYDVTDALEQQGMDTLVQRHLGT 

AGTDVDLRTQLVLYENALKLEDGDIEEAPGAGGRRERRKPSSEEGKRSRRSLE 

GGGCPARAPEPGPTGPASPVGPTSSTGPALLTGPASSPVGPPSGLQASVNLFPTI 

SVAPSADTSSERSIYKARFLENVAAAETEKQVALAQGRAETLAGAMPNEAGG 

HPDARQLWDSPETAPAARTPQSPAPCVLLRAQRSLAPEPKEPLIPASPKAEPIW 

ELPTRAPRLSIGDLDFSDLGEDEDQDMLNVESVEAGKDIPAPSPPLPLLSGVPP 

PPPLPPPPPIKGPFPPPPPLPLAAPLPHSVPDSSALPTKRKTVKLFWRDVKLAGG 

HGVSASRFGPCATLWASLDPVSVDTARLEHLFESRAKEVLPSKKAGEGRRTM 

TTVLDPKRTNAINIGLTTLPPVHVIKAALLNFDEFAVSKDGIEKLLTMMPTEEE 

RQKIEGAQLANPDIPLGPAENFLMTLASIGGLAARLQLWAFKLDYDSMEREIA 

EPLFDLKVGMEQLVQNATFRCILATLLAVGNFLNGSQSSGFELSYLEKVSDVK 

DTVRRQSLLHHLCSLVLQTRPESSDLYSEIPALTRCAKVDFEQLTENLGQLERR 

SRAAEESLRSLAKHELAPALRARLTHFLDQCARRVAMLRIVHRRVCNRFHAFL 

LYLGYTPQAAREVRJMQFCHTLREFALEYRTCRERVLQQQQKQATYRERNKT 

RGRMITETEKFSGVAGEAPSNPSVPVAVSSGPGRGDADSHASMKSLLTSRLED 

TTHNRRSRGMVQSSSPIMPTVGPSTASPEEPPGSSLPSDTSDEIMDLLVQSVTKS 

SPRALAARERKRSRGNRKSLRRTLKSGLGDDLVQALGLSKGPGLEV 

-COOH 

Figure 1- Full-length Amino Acid Sequence (FHOS) (SEQ ID NO: 27) 



NH2-MAETSLLEAGASAASTAAALENLQVEASCSVCLEYLKEPVIIECGHNFC 

KACITRWWEDLERDFPCPVCRKTSRYRSLRPNRQLGSMVEIAKQLQTVKRKI 

RDESLCSQHHEPLSLFCYEDQEAVCLICAISHTHRPHTVVPMDDATQEYKEKL 

QKCLEPLEQKLQEITCCKASEEKKPGELKRLVESRRQQILKEFEELHRRLDEEQ 

QTLLSRLEEEEQDILQRLRENAAHLGDRRRDLAHLAAEVEGKCLQSGFEMLK 

DVKSTLEKCEKVKTMEVTSVSIELEKNFSNFPRQYFALRKILKQLIADVTLDPE 

TAHPNLVLSEDRKSVKFVETRLRDLPDTPQRFTFYPCVLATEGFTSGRHYWEV 

EVGDKTHWAVGVCRDSVSRKGELTPLPETGYWRVRLWNGDKYAATTTPFTPL 

HIKVKPKRVGIFLDYEAGTLSFYNVTDRSHIYTFTDTFTEKLWPLFYPGIRAGR 

KNAAPLTIRPPTDWE 

-COOH 

Figure 2-Full-length Amino Acid Sequence (mRNF23) (SEQ ID NO: 28) 



NH2-MLSRALLCLALAWAARVGADALEEEDNVLVLKKSNFEEALAAHKYLLV 
EFYAPWCGHCKALAPEYAKAAAKLKAEGSEIRLAKVDATEESDLAQQYGVR 
GYPTIKFFKNGDTASPKEYTAGREADDIVNWLKKRTGPAATTLSDTAAAESLV 
DSSEVTVIGFFKDVESDSAKQFLLAAEAIDDIPFGITSNSGVFSKYQLDKDGVV 
5 LFKKFDEGRNNFEGEITKEKLLDFIKHNQLPLVIEFTEQTAPKIFGGEIKTHILLF 
LPKSVSDYDGKLSSFKRAAEGFKGKILFIFIDSDHTDNQR1LEFFGLKKEECPAV 
RLITLEEEMTKYKPESDELTAEKITEFCHRFLEGKIKPHLMSQEVPEDWDKQPV 
KVLVGANFEEVAFDEKKNVFVEFYAPWCGHCKQLAPIWDKLGETYKDHENIII 
AKMDSTANEVEAVKVHSFPTLKFFPASADRTVIDYNGERTLDGFKKFLESGGQ 
10 DGAGDDEDLDLEEALEPDMEEDDDQKAVKDEL 
-COOH 

Figure 3- Full-length Amino Acid Sequence (mERp59) (SEQ ID NO: 29) 



NH2-MGKKHKKHKSDRHFYEEYVEKPLKLVLKVGGSEVTELSTGSSGHDSSL 

FEDRSDHDKHKDRKRKKRKKGEKQAPGEEKGRKRRRVKEDKKKRDRDRAE 

NEVDRDLQCHVPIRLDLPPEKPLTSSLAKQEEVEQTPLQEALNQLMRQLQSTM 

KEKIKNNDYQSIEELKDNFKLMCTNAMIYNKPETIYYKAAKKLLHSGMKILS 

QERIQSLKQSIDFMSDLQKTRKQKERTDACQSGEDSGCWQREREDSGDAETQ 

AFRSPAKDNKRKDKDVLEDKWRSSNSEREHEQIERVVQESGGKLTRRLANSQ 

CEFERRKPDGTTTLGLLHPVDPIVGEPGYCPVRLGMTTGRLQSGVNTLQGFKE 

DKRNRVTPVLYLNYGPYSSYAPHYDSTFANISKDDSDLIYSTYGEDSDLPNNFS 

ISEFLATCQDYPYVMADSLLDVLTKGGHSRSLQDLDMSSPEDEGQTRALDTA 

KEAEITQIEPTGRLESSSQDRLTALQAVTTFGAPAEVFDSEEAEVFQRKLDETTR 

LLRELQEAQNERLSTRPPPNMICLLGPSYREMYLAEQVTNNLKELTQQVTPGD 

VVSIHGVRKAMGISVPSPIVGNSFVDLTGECEEPKETSTAECGPDAS 

-COOH 

Figure 4- Full-length Amino Acid Sequence (mBRD7(621)) (SEQ ID NO: 30) 



NH2-METPKETAVESSGPKVLETAEEIQHRRAEVLNQYQRFKDRVAERGQKLE 

ESYHYQVFPvPvDADDLEKWIMEKLEIAKDKTYEPTNIQGKYQKHESFVSEVQA 

KSRVLPELEEIREARFAEDHFAHEATKTHLKQLRLLWDLLLELTQEKSDVLLR 

ALKFYQYSQECEDILEWVKEKEAIVTLVELGDDWERTEVLHKKFEEFQEELTA 

RKGKVDRVNQYANECAQEKHPKLPEIKAKQDEVNAAWDRLWSLALKRRESL 

SNAADLQRFKRDVNEAIQWMEEKEPQLTSEDYGKDLVSSEALFHNHKRLERN 

LAVMDDKVKELCAKADKLMISHSADAPQIQQMKLDLVSNWERIRALATNRY 

AKLKASYGYHRFLSDYDELSGWMKEKTALINADELPTDVASGEALLARHQQ 

HKHEIDSYDDRFQSADATGQELLDGNHEASEEIREKMTILANDWAALLELWD 

KCQHQYRQCLDFHLFYRDSEQVDSWMSRQEAFLENEDLGNSVGSVEALLQK 

HDDFEEAFTAQEEKIITLDETATKLIDNDHYDSENIAAIRDGLLARRDALRERA 

ATRRKLLVDSQLLQQLYQDSDDLKTWINKKKKLADDDDYKDVQNLKSRVQK 

QQDFEEELAVNEIMLNNLEKTGQEMIEDGHYASEAVAARLSEVANLWKELLEA 

TAQKGTQLYEANQLLQFENNAEDLKRWLEEVEWQVTSEDYGKGLADVQNL 

LRKHGLLESDVTARQNQVDTLTDMAAHFEEIGHPDSGDIRARQESLLSRFEAL 

KEPLAIRKKKLIDLLKLQQICRDSEDEEAWIQETEPSAASTHLGKDLVAAKNLL 

NRHEVILADIASHEPR1QVITERGNKMVEEGHFAAEDIASRVESLNKNMESLH 

ARAIRRENDLKANVQLQQYLADLHEAEAWIKEKEPIVDNKNYGADEEAAGA 

LLKKHEAFLVDLNAFENSIKALRDQAEVCQQQQAAPVDEAGREARVIALYDF 

EARSRREVSMKKNDVLTLLSSINKDWWKVEADDHQGFVPAVYVRKLAPDEL 

PGFPQHRQEEPVNIPQLQQQVETLYHSLLDRAEERRRRLLQRYNEFLLAYEAG 

DMLEWIQEKKTENTGVELDDVWELQKKFDEFQRDLKSNEPRLKDINKVADE 

LLFEELLTPEGAHIRQELNTRWNSLKRLADEQYQLLSSAHAVEMFHREADDV 

KEQIDKKCRALNAADPGSDLLSVQALQRQHEVFERDIIPLGEKVTTLGETAER 

LCESHPDATEDLQKQRTELNEAWDTLQGLTSDRKESLNEAHKFFLFLSKASDL 

ENWIKTIGGVISSPELAEDLTGTEILLERHQEHHDDIKREDPTFQALEDFGTELI 

DSGHRNRREIDNTLQNINSKRDNLEKSWENRKKMLDQCLELQLFRGKCDQV 

ESWMVARENSLRSDDRDHLNSLQALMKKRDDLDKAITAQEGKISDLENVATR 

LIDNDHYAKEEIAARLQRVLDRWKALKEQLLTELGKLGDYADLKQFYRDLED 

LEEWINEMLPIACDESYKDPTNIQRKYLKHQAFENEVNGRAEQVDGVINLGN 

SLIERRVCDGDEENMQEQLDKLKENWDYLLERTTDKGQKLNEASRQQRFNT 

SIRDFEFWLSEAEGLLAMKDQARDLTSAGNLLKKHQLLEAEMLAREDPLKDL 

NDLAQELISSGTFNIDQIEEKMNGVNERFENVQSLAAAHHEKLKETYALFQFF 

QDLDDEEAWIEEKLLRVSSQDYGRDLQSVQNLLKKHKRLEGELVAHEPAVQN 

VLDTAESLRDKAAVGKEEIQERLAQFVQHWEKLKELAKTRGVNLEESLEYLQ 

FMENAEEEEAWLGEKCALVSRGDSGDTLAATQSLLKKHEALENDFAVHKNRV 

QDVCAQGEDILNKEETQNKDKISTKIQVLNEKTASLAKALAAWKSQLDDVHA 

FQQFNWKADVVESWIGEKEASLKTKSNGADLTAFLTLLAKHDTLDASLQSFQ 

QERLSEIAELKDQLVAGEHSQAKAIEEQHAALLRHWEQLLEASRVHRQKLLE 

KQLPLQKAEELFMEFAHKASAFNNWCENAEEDLSEPVHCVSLNEIRQLQKEH 

EAFLASLAGAQEDFNYLLELDKQIKALNVPSSPYTWLTVDVLGRIWNHLPDII 

KEREQELQKEEARQIKNFEMCQEFEQNASAFLQWIQETRAYFLDGSLLKETGT 

LESQLEANKRKQKEIQAMKRHLTKIEDLGDSMEEALILDIKYSTIGLAQQWDQ 

LHQLGMRMQHNLEQQIQAKDTIGVSEETLKEFSTTYKHFDENLTGRLTHKEF 

RSCLRGLNYYLPMVEEGEPEPKFEKFLNAVDPGRKGYVSLEDYTSFLIDKESE 

NIKTSDDIESAFQALAEGKAYITKEDMKQALTPEQVSFCTIHMQQYMDPRGRS 

QPAGYDYVGFTNSFFGN -COOHFigure 5- Full-length Amino Acid Sequence 

(mSPNAl)(SEQ ID NO: 31) 



NH2-MASGADSKGDDLSTAILKQKNRPNRLIVDEAINEDNSVVSLSQPKMDEL 

QLFRGDTVLLKGKKRPvEAVCIVLSDDTCSDEKIPvMNRVVRNNLRVPvLGDVISI 

QPCPDVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEAYRPIRKGDIFLVRG 

GMRAVEFKVVETDPSPYCIVAPDTVIHCEGEPIKREDEEESLNEVGYDDVGGC 

RKQLAQIKEMVELPLRHPALFKAIGVKPPRGILLYGPPGTGKTLIARAVANETG 

AFFFLINGPEIMSKLAGESESNLRKAFEEAEKNAPAIIFIDELDAIAPKREKTHG 

EVERRIVSQLLTLMDGLKQRAHVIVMAATNRPNSIDPALRRFGRFDREVDIGIP 

DATGRLEILQIHTKNMKLADDVDLEQVANETHGHVGADLAALCSEAALQAIR 

KKMDLIDLEDETIDAEVMNSLAVTMDDFRWALSQSNPSALRETVVEVPQVTW 

EDIGGLEDVKRELQELVQYPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLA 

KAIANECQANFISIKGPELLTMWFGESEANVREIFDKARQAAPCVLFFDELDSI 

AKARGGNIGDGGGAADRVINQILTEMDGMSTKKNVFIIGATNRPDIIDPAILRP 

GRLDQLIYIPLPDEKSRVAILKANLRKSPVAKDVDLEFLAKMTNGFSGADLTEI 

CQRACKLAIRESIESEIRRERERQTNPSAMEVEEDDPVPEIRRDHFEEAMRFAR 

RSVSDNDIRKYEMFAQTLQQSRGFGSFRFPSGNQGGAGPSQGSGGGTGGSVY 

TEDNDDDLYG 

-COOH 

Figure 6- Full-length Amino Acid Sequence (mVCP) (SEQ ID NO: 32) 



NH2-MAGWIQAQQLQGDALRQMQVLYGQHFPIEVRHYLAQWIESQPWDAID 

LDNPQDRGQATQLLEGLVQELQKKAEHQVGEDGFLLKIKLGHYATQLQNTYD 

RCPMELVRCIRHILYNEQRLVREANNCSSPAGVLVDAMSQKHLQINQRFEELR 

LITQDTENELKKLQQTQEYFIIQYQESLRIQAQFAQLGQLNPQERMSRETALQQ 

KQVSLETWLQREAQTLQQYRVELAEKHQKTLQLLRKQQTIILDDELIQWKRR 

QQLAGNGGPPEGSLDVLQSWCEKLAEIIWQNRQQIRRAEHLCQQLPIPGPVEE 

MLAEVNATITDIISALVTSTFIIEKQPPQVLKTQTKFAATVRLLVGGKLNVHMN 

PPQVKATIISEQQAKSLLKNENTRNECSGEILNNCCVMEYHQATGTLSAHFRN 

MSLKRJKRADRRGAESVTEEKFTVLFESQFSVGSNELVFQVKTLSLPVVVIVH 

GSQDHNATATVLWDNAFAEPGRVPFAVPDKVLWPQLCEALNMKFKAEVQSN 

RGLTKENLVFLAQKLFNISSNHLEDYNSMSVSWSQFNRENLPGWNYTFWQW 

FDGVMEVLKKHHKPHWNDGAILGFVNKQQAHDLLINKPDGTFLLRFSDSEIG 

GITIAWKFDSPDRNLWNLKPFTTRDFSIRSLADRLGDLNYLIYVFPDRPKDEVF 

AKYYTPVLAKAVDGYVKPQIKQVVPEFVNASTDAGASATYMDQAPSPVVCP 

QPHYNMYPPNPDPVLDQDGEFDLDESMDVARHVEELLRRPMDSLDARLSPPA 

GLFTSARSSLS 

-COOH 

Figure 7- Full-length Amino Acid Sequence (mSTAT5A) (SEQ ID NO: 33) 



NH2-AIVERRANLLRAEIEELRATLEQTERSRKIAEQELLDASERVQLLHTQNTS 

LINTKKKLENDVSQLQSEVEEVIQESRNAEEKAKKAITDAAMMAEELKKEQD 

TSAHLERMKKNME 

-COOH 

5 

Figure 8- Partial Amino Acid Sequence (mTAKEDA009) (SEQ ID NO: 10) 



NH2-MEDVTLHIVERPYSGFPDASSEGPEPTQGEARATEEPSGTGSDELIKSDQ 

VNGVLVLSLLDKIIGAVDQIQLTQAQLEERQAEMEGAVQSIQGELSKLGKAHA 

TTSNTVSKLLEKVRKVSVNVKTVRGSLERQAGQIKKLEVNEAELLRRRNFKV 

MIYQDEVKLPAKLSVSKSLKESEALPEKEGDELGEGERPEDDTAAIELSSDEAV 

EVEEVIEESRAERIKRSGLRRVDDFKKAFSKEKMEKTKVRTRENLEKTRLKTK 

ENLEKTRHTLEKRMNKLGTRLVPVERREKLKTSRDKLRKSFTPDHWYARSK 

TAVYKVPPFTFHVKKIREGEVEVLKATEMVEVGPEDDEVGAERGEATDLLRG 

SSPDVHTLLEITEESDAVLVDKSDSD 

-COOH 

Figure 9- Full-length Amino Acid Sequence (mPTRF) (SEQ ID NO: 34) 



NH2-MLLSPKFSLSTIHVRLTAKGLRNLRLPPGLRKNTVIFHTVEKGRQKNPRS 
LCIQTQTAPDVLSSERTLELAQYKTKCESQSGFILHLRQLLSRGNTKFEALTVVI 
QHLLSEREEALKQHKTLSQELVSLRGELVAASSACEKLEKARTDLQTAYQEFV 
QKLNQQHQTDRTELENRLKDLYTAECEKLQSIYIEEAEKYKTQLQEQFDNLN 
5 AAHETTKLEIEASHSEKVELLKKTYETSLSEIKKSHEMEKKSLEDLLNEKQESL 
EKQINDLKSENDALNERLKSEEQKQLSREKANSKNPQVMYLEQELESLKAVL 
EIKNEKLHQQDMKLMKMEKLVDNNTALVDKLKRFQQENEELKARMDKHMA 
ISRQLSTEQAALQESLEKESKVNKRLSMENEELLWKLHNGDLCSPKRSPTSSAI 
PFQSPRNSGSFSSPSISPR 
10 -COOH 

Figure 10- Full-length Amino Acid Sequence (mAK031693) (SEQ ID NO: 35) 



NH2-MSGLVLGQRDEPAGHRLSQEE1LGSTKVVSQGLEALHSEHQAVLQSLSH 

TIECLQQGGHEEGLVHEKARQLRRSMENIELGLSEAQVMLALASHLSTVESEK 

QKLRAQVRRLCQENQWLRDELAGTQQRLQRSEQAVAQLEEEKKHLEFLRQL 

RQYDEDGHGMEEKEGEATKDSLDDLFPNEEEEDSGNDLSRGQGAAAAQQGG 

YEIPARLRTLHNLVIQYAAQGRYEVAVPLCKQALEDLERTSGRGHPDVATMLNI 

LALVYRDQNKYKEAAHLLNDALSIRESTLGRDHPAVAATLNNLAVLYGKRGK 

YKEAEPLCQRALEIREKVLGTDHPDVAKQLNNLALLCQNQGKYEAVERYYQ 

RALAIYESQLGPDNPNVARTKNNLASCYLKQGKYSEAEALYKEILTCAHVQEF 

GSVDDDHKPIWMHAEEREEMSRSRPRDSSAPYAEYGGWYKACRVSSPTVNT 

TLKNLGALYRRQGKLEAAETLEECALRSRKQGTDPISQTKVAELLGEGDGRK 

AIQEGPGDSVKFEGGEDASVAVEWSGDGSGTLQRSGSLGKIRDVLRRSSELLV 

RKLQGTEPRPSSSSMKRAASLNYLNQPNAAPLQVSRGLSASTVDLSSSS 

-COOH 

Figure 11- Full-length Amino Acid Sequence (ml200014P03Rik) (SEQ ID NO: 36) 



NH2-MVPGVPLPPEIQLAQRLAGNEQVTRDRALRKLRKYIEARSQRATGGFTP 
DELLKVWKGLFYCMWMQDKPLQQEELGRTIAQLVHAFHTTEAQHQFLKAF 
WQTMIREWVGIDRLRLDKFYMLMRMVLSESLKAVKARGWDERQIEQLLELL 
TTEILNPDSQAPSGVKSHFLEIFLEELAKVGAAELTADQNLQFIDPFCQIAARTK 
5 DSQVLHKIIQSIFQTIVEQAPLAIEDIMNELDTQSGEGEASDGDDGEASDGDDG 
EASDDDDGEASDGGDGDVADSDDSDGADDDDGDVSDGDGGDNDEGDSNKS 
SEGEQDLQDTPPKKLPAGTAHRAGPEADKEQAWDDEENAGPVLQFDYEALA 
NRLFKLASRQSTPSQNRKRLYKVIQKLRELAGGTFPEDDVPEKAYKKMLEGR 
RERKKKKKRLPKPQPQNKEAGSEAESSSADPGPGRKRKRNRKTDEKAGQGG 
10 PPGKRRKPGARAKGAGAQQPKKRIQSSQSAE 
-COOH 

Figure 12- Full-length Amino Acid Sequence (mNNPl) (SEQ ID NO: 37) 



NH2-RRVKDDAAAHIASLKASHEREIEKLLCQNAIENSSSKVAELNRKIATQEV 
LLKHFQGQVNELQGKQESLAVSQVREEILQKQITKLLEELKEAKENHTPEMK 
HFMGLERKIKQMEMRHRQREQELQQIIQQTRQVVETEQNKEVEKWKRLAQL 
KNRELDKFRTELDSILDVLRELHRQGVVVPMALAGEENTAEF 
5 -COOH 

Figure 13- Partial Amino Acid Sequence (mLOC2 13473(1 95)) (SEQ ID NO: 15) 



NH2-MDGASAKQDGLWESKSSSDVSSCPEASLETVGSLARLPDQQDTAQDAS 

VEVNRGFKEEGSPDRSSQVAICQNGQIPDLQLSLDPTTSPVGPDASTGSTASSL 

PLEKEEQVRLQARKRLEEQLMQYRVKRHRERSSQPATKMKLFSTLDPELMLN 

PENLPRASTVAVTKEYSFLRTSVPRGPKVGSLGLLAHSKEKKNSKSSKIRSLAD 

YRTEDPSDSGGLGSTADAVGSSLKQSRSSTSVVSEVSPSSETDNRVESASMTGD 

SVSEADGNESDSSSHSSLSARGACGVLGNVGMPGTAYMVDGQEISAEALGQF 

PSIKDVLQAAAAQHQDQNQEANGEVRSRRDSICSSVSMESSLAEPQDELLQIL 

KDKRRLEGQVEALSLEASQALQEKAELQAQLAALSTRLQAQVEHSHSSQQK 

QDSLSSEVDTLKQSCWDLGRAMTDLQSMLEAKNASLASSNNDLQVAEEQYQ 

RL1S4AKVEDMQRNILSKDNTVHDLRQQMTALQSQLQQVQLERTTLTSKLQAS 

QAEITSLQHARQWYQQQLTLAQEARVRLQGETAHIQVGQMTQAGLLEHLKL 

ENVSLSHQLTETQHRSIKEKERIAVQLQSIEADMLDQEAAFVQIREAKTMVEE 

DLQRRLEEFEGEREQLQKVADAAASLEQQLEQVKLTLFQRDQQLAALQQEHL 

DVIKQLTSTQEALQAKGQSLDDLHTRYDELQARLEELQREADSREDAIHFLQN 

EKIVLEVALQSAKSDKEELDRGARRLEEDTEETSGLLEQLRQDLAVKSNQVEH 

LQQETATLRKQMQKVKEQFVLQKVMVEAYRRDATSKDQLINELKATKKRLD 

SEMKELRQELIKLQGEKKTVEVEHSRLQKDMSLVHQQMAELEGHLQSVQKE 

RDEMEIHLQSLKFDKEQMIALTEANETLKKQIEELQQEAKKAITEQKQKMKR 

LGSDLTSAQKEMKTKHKAYENAVSILSRRLQEALASKEATDAELNQLRAQST 

GGSSDPVLHEKIRALEVELQNVGQSKILLEKELQEVITMTSQELEESREKVLEL 

EDELQESRGFRRKIKRLEESNKKLALELEHERGKLTGLGQSNAALREHNSILET 

ALAKREADLVQLNLQVQAVLQRKEEEDRQMKQLVQALQVSLEKEKMEVNSL 

KEQMAAARIEAGHNRRHFKAATLELSEVKKELQAKEHLVQTLQAEVDELQIQ 

DG KH SQEI AQFQTEL AE ARTQLQLLQKKLDEQM SQQPTG SQEMEDLK WELD 

QKEREIQSLKQQLDLTEQQGKKELEGTQQTLQTIKSELEMVQEDLSETQKDKF 

MLQAKVSELKNNMKTLLQQNQQLKLDLRRGAAKKKEPKGESNSSSPATPIKI 

PDCPVPASLLEELLRPPPAVSKEPLKNLNNCLQQLKQEMDSLQRQMEEHTITV 

HESLSSWAQVEAAPAEHAHPRGDTKLHNQNSVPRDGLGQ 

-COOH 

Figure 14- Full-length Amino Acid Sequence (mGOLGA3) (SEQ ID NO: 38) 



NH2-MGRRFLRGILTLPLRSVLQAQHRMLGSEQDPPAKRPRNNLMAPPRIGTH 
NGTFHCDEALACALLRLLPEYANAEIVRTRDPEKLASCDIVVDVGGEYNPQSH 
RYDHHQRTFTETMSSLCPGKPWQTKLSSAGLVYLHFGRKLLAQLLGTSEEDS 
VVDTIYDKMYENFVEEVDAVDNGISQWAEGEPRYAMTTTLSARVARLNPTWN 
5 QPNQDTEAGFRRAMDLVQEEFLQRLNFYQHSWLPARALVEEALAQRFKVDSS 
GEIVELAKGGCPWKEHLYHLESELSPKVAITFVIYTDQAGQWRVQCVPKEPHS 
FQSRLPLPEPWRGLRDKALDQVSGIPGCIFVHASGFIGGHHTREGALNMARAT 
LAQRPAPVPLANAVVQ 
-COOH 

10 

Figure 15- Full-length Amino Acid Sequence (mMYGl -pending) (SEQ ID NO: 39) 



NH 2 -MSSQSMKLPPSNSALPNQALGSIAGLGTQNLNSVRQNGNPNMFGVGNT 

AAQPRGMQQPPAQPLSSSQPNLRAQVPPPLLSPQVPVSLLKYAPNNGGLNPLF 

GPQQVAMLNQLSQLNQLSQISQLQRLLAQQQRAQSQRSAPSANRQQQDQQG 

RPLSVQQQMMQQSRQLDPSLLVKQQTPPSQQPLHQPAMKSFLDNVMPHTTPE 

LQKGPSPVNAFSNFPIGLNSNLNVNMDMNSIKEPQSRLRKWTTVDSMSVMTS 

LDQNSSKHGAISSGFRLEESPFVPYDFMNSSTSPASPPGSIGDGWPRAKSPNGS 

SSVNWPPEFRPGEPWKGYPNIDPETDPYVTPGSVINSLSINTVREVDHLRDRNS 

GSSSSLNTTLPSTSAWSSIRASNYNVPLSSTAQSTSARNSDSKLTWSPGSVTNTS 

LAHELWKVPLPPKNITAPSRPPPGLTGQKPPLSTWDNSPLRVGGGWGNSDARY 

TPG S S WGES S SGRITN WLV LKN LTPQ1DG STLRTLCMQHGPLITFHLN LPHGN A 

LVRYSSKEEVVKAQKSLHMCVLGNTTILAEFASEEEISRFFAQSQSLTPSPGWQ 

SLGSSQSRLGSLDCSHSFSSRTDVNHWNGAGLSGANCGDLHGTSLWGTPHYS 

TSLWGPPSSDPRG1 S SPSPIN AFLS VDHLGGGGESM 

-COOH 

Figure 16- Partial Amino Acid Sequence (mAK044679(668)) (SEQ ID NO: 40) 



NH 2 -MSVAGGEIRGDTGGEDTAAPGRFSFSPEPTLEDIRRLHAEFAAERDWEQF 
HQPRNLLLALVGEVGELAELFQWKTDGEPGPQGWSPRERAALQEELSDVLIY 
LVALAARCRVDLPLAVLSKMDINRRRYPAHLARSSSRKYTELPHGAISEDQAV 
GPADIPCDSTGQTST 
5 -COOH 

Figure 17- Full-length Amino Acid Sequence (RS21C6) (SEQ ID NO: 41) 



NH 2 -MPHKIGFVVVSSSGHEDGFSARELMIHAPTVSGWRSPRFCQFPQEIVLQM 

VERCRIRKLQLLAHQYMISSKIEFYISESLPEYFAPYQAERFRRLGYVSLCDNE 

KTGCKARELKSVYVDAVGQFLKLIFHQNHVNKYNIYNQVALVAINIIGDPADF 

SDESNTASREKLIDHYLGHNSEDPALEGTYARKSDYISPLDDLAFDMYQDPEV 

AQ1IRKLDERKREAVQKERYDYAKKLKQAIADLQKVGERLGRYEVEKRCAVE 

KEDYDLAKEKKQQMEQYRAEVYEQLELHSLLDAELMRRPFDLPLQPLARSG 

SPCHQKPMPSLPQLEERGTENQFAEPFLQEKPSSYSLTISPQHSAVDPLLPATDP 

HPKINAESLPYDERPLPAIRKHYGEAVVEPEMSNAD1SDARRGGMLGEPEPLTE 

KALREASSAIDVLGETLVAEAYCKTWSYREDALLALSKKLN4EMPVGTPKEDL 

KNTLRASVFLVRRAIKDIVTSVFQASLKLLKM1ITQY1PKHKLSKLETAHCVER 

TIPVLLTRTGDSSARLRVTAANFIQEMALFKEVKSLQIIPSYLVQPLKANSSVHL 

AMSQMGLLARLLKDLGTGSSGFTIDNVMKFSVSALEHRVYEVRETAVRIILD 

MYRQHQASILEYLPPDDSNTRRNILYKTIFEGFAKIDGRATDAEMRARRKAAT 

EEAEKQKKEEIKALQGQLAALKEIQAEVQEKESDAVKPKNQDIQGGKAAPAE 

ALGIPDEHYLDNLCIFCGERSESFTEEGLDLHYWKHCLMLTRCDHCKQVVEIS 

SLTEHLLTECDKKDGFGKCYRCSEAVFKEELPRHIKHKDCNPAKPEKLANRCP 

LCHENFSPGEEAWKAHLMGPAGCTMNLRKTHILQKAPALQPGKSSAVAASGP 

LGSKAGSKIPTPKGGLSKSSSRTYAKR 

-COOH 

Figure 1 8- Full-length Amino Acid Sequence (K1AA0562) (SEQ ID NO: 42) 



NH 2 -MTAAENVCYTLINVPMDSEPPSEISLKNDLEKGDVKSKTEALKKVIIMIL 

NGEKLPGLLMTIIRFVLPLQDHTIKKLLLVFWEIVPKTTPDGRLLHEMILVCDA 

YPxKDLQHPNEFIRGSTLRFLCKLKEAE^LEPLMPAIRACLEHRHSYVRRNAVL 

AIYTIYRNFEHLIPDAPELIHDFLVNEKDASCKRNAFMMLIHADQDPvALDYLS 

TCIDQVQTFGDILQLVIVELIYKVCHANPSERARFIRCIYNLLQSSSPAVKYEAA 

GTLVTLSSAPTAIKAAAQCYIDLIIKESDNNVKLIVLDRLIELKEHPAHERVLQD 

LVMDILRVLSTPDLEVRKKTLQLALDLVSSRNVEELVIVLKKEVIKTNNVSEHE 

DTDKYRQLLVRTLHSCSVRFPDMAANVIPVLMEFLSDNNEAAAADVLEFVRE 

A1QRFDNLRMLIVEKMLEVFHAIKSVKIYRGALWILGEYCSTKEDIQSVMTEIR 

RSLGEIPIVESEIKKEAGELKPEEEITVGPVQKLVTEMGTYATQSALSSSRPTKK 

EEDRPPLRGFLLDGDFFVAASLATTLTKIALRYVALVQEKKKQNSFVAEAMLL 

MATILHLGKSSLPKKPITDDDVDRISLCLKVLSECSPLMNDIFNKECRQSLSHM 

LSAKLEEEKLSQKKESEKRNVTVQPDDPISFMQLTAKNEMNCKEDQFQLSLL 

AAMGNTQRKEAADPLASKLNKVTQLTGFSDPVYAEAYVHVNQYDIVLDVLV 

VNQTSDTLQNCTLELATLGDLKLVEKPSPLTLAPHDFANIKANVKVASTENGII 

FGNIVYDVSGAASDRNCVVLSDIHIDIMDYIQPATCTDAEFRQMWAEFEWEN 

KVTVNTNMVDLNDYLQHILKSTNMKCLTPEKALSGYCGFMAANLYARSIFGE 

DALANVSIEKPIHQGPDAAVTGHIRIRAKSQGMALSLGDKINLSQKKTSI 

-COOH 

Figure 19-Full-length Amino Acid Sequence (COPB) (SEQ ID NO: 43) 



NH2-MGDSEMAVFGAAAPYLRKSEKERLEAQTRPFDLKKDVFVPDDKQEFVK 

AKIVSREGGKVTAETEYGKTVTVKEDQVMQQNPPKFDKIEDMAMLTFLHEPA 

VLYNLKDRYGSWMTYTYSGLFCVTVNPYKWLPVYTPEVVAAYRGKKRSEAP 

PHIFSISDNAYQYMLTDRENQSILITGESGAGKTVNTKRVIQYFAVIAAIGDRSK 

KDQSPGKGTLEDQIIQANPALEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLAS 

ADIETYLLEKSRVIFQLKAERDYHIFYQILSNKKPELLDMLLITNNPYDYAFISQ 

GETTVASIDDAEELMATDNAFDVLGFTSEEKNSMYKLTGAIMHFGNMKFKLK 

QREEQAEPDGTEEADKSAYLMGLNSADLLKGLCHPRVKVGNEYVTKGQNVQ 

QVIYATGALAKAVYERMFNWMVTR1NATLETKQPRQYFIGVLDIAGFEIFDFN 

SFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLQACIDLIE 

KPMGIMSILEEECMFPKATDMTFKAKLFDNHLGKSANFQKPRNIKGKPEAHFS 

LIHYAGIVDYNIIGWLQKNKDPLNETVVGLYQKSSLKLLSTLFANYAGADAPIE 

KGKGKAKKGSSFQTVSALHRENLNKLMTNLRSTHPHFVRCIIPNETKSPGVM 

DNPLVMHQLRCNGVLEGIRICRKGFPNRILYGDFRQRYRILNPAAIPEGQFIDSR 

KGAEKLLSSLDIDHNQYKFGHTKVFFKAGLLGLLEEMRDERLSRIITRIQAQSR 

GVLARMEYKKLLERRDSLLVIQWNIRAFMGVKNWPWMKLYFKIKPLLKSAE 

REKEMASMKEEFTRLKEALEKSEARRKELEEKMVSLLQEKNDLQLQVQAEQ 

DNLADAEERCDQLIKNKIQLEAKVKEMNERLEDEEEMNAELTAKKRKLEDEC 

SELKRDIDDLELTLAKVEKEKHATENKVKNLTEEMAGLDEIIAKLTKEKKALQ 

EAHQQALDDLQAEEDKVNTLTKAKVKLEQQVDDLEGSLEQEKKVRMDLER 

AKRKLEGDLKLTQESIMDLENDKQQLDERLKKKDFELNALNARJEDEQALGS 

QLQKKLKELQARJEELEEELESERTARAKVEKLRSDLSRELEEISERLEEAGGA 

TS VQI EMN KKRE AEFQKMRRDLEE ATLQHEATA AALRKKH ADS VAELGEQID 

NLQRVKQKLEKEKSEFKLELDDVTSNMEQ1IKAKANLEKMCRTLEDQMNEH 

RSKAEETQRSVNDLTSQRAKLQTENGELSRQLDEKEALISQLTRGKLTYTQQL 

EDLKRQLEEEVKAKNALAHALQSARHDCDLLREQYEEETEAKAELQRVLSK 

ANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEAVEAVNAKCSSLE 

KTKHRLQNEIEDLMVDVERSNAAAAALDKKQRNFDKILAEWKQKYEESQSE 

LESSQKEARSLSTELFKLKNAYEESLEHLETFKRENKNLQEEISDLTEQLGSSG 

KTTHELEKVRKQLEAEKMELQSALEEAEASLEHEEGKILRAQLEFNQIKAEIER 

KLAEKDEEMEQAKRNHLRVVDSLQTSLDAETRSRNEALRVKKKMEGDLNEM 

EIQLSHANRMAAEAQKQVKSLQSLLKDTQIQLDDAVRANDDLKENIAIVERR 

NNLLQAELEELRAVVEQTERSRKLAEQELIETSERVQLLHSQNTSLINQKKKM 

DADLSQLQTEVEEAVQECRNAEEKAKKAITDAAMMAEELKKEQDTSAHLER 

MKKNMEQTIKDLQHRLDEAEQLALKGGKKQLQKLEARVRELENELEAEQKR 

NAESVKGMRKSERR1KELTYQTEEDRKNLLRLQDLVDKLQLKVKAYKRQAEE 

AEEQANTNLSKFRKVQHELDEAEERADIAESQVNKLRAKSRDIGTKGLNEE 

-COOH 

Figure 20- Full-length Amino Acid Sequence (MYH7) (SEQ ID NO: 44) 



NH 2 -KVEELNSEIEKLSAAFAKAREALQKAQTQEFQGSEDYETALSGKEALSA 

ALRSQNLTKSTENHRLRRSIKKITQELSDLQQERERLEKDLEEAHREKSKGDC 

TIRDLRNEVEKLRNEVNEREKAMENRYKSLLSESNKKLHNQEQVIKHLTESTN 

QKDVLLQKFNEKDLEVIQQNCYLMAAEDLELRSEGLITEKCSSQQPPGSKTIF 

SKEKKQSSDYEELIQVLKKEQD1YTHLVKSLQESDSINNLQAELNKIFALRKQL 

EQDVLSYQNLRKTLEEQISEIRRREEESFSLYSDQTFYLSICLEENNRFQVEHFS 

QEELKKKVSDLIQLVKELYTDNQHLKKTIFDLSCMGFQGNGFPDRLASTEQTE 

LLASKEDEDTIK1GEDDEINFLSDQHLQQSNEIMKDLSKGGCKNGYLRHTESKI 

SDCDGAHAPGCLEEGAFINLLAPLFNEKATLLLESRPDLLKVVRELLLGQLFLT 

EQEVSGEHLDGKTEKTPKQKGELVHFVQTNSFSKPHDELKLSCEAQLVKAGE 

VPKVGLKDASVQTVATEGDLLRFKHEATREAWEEKPINTALSAEHRPENLHG 

VPGWQAALLSLPGITNREAKKSRLPILIKPSRSLGNMYRLPATQEVVTQLQSQI 

LELQGELKEFKTCNKQLHQKLILAEAVMEGRPTPDKTLLNAQPPVGAAYQDS 

PGEQKGIKTTSSVWRDKEMDSDQQRSYEIDSEICPPDDLASLPSCKENPEDVLS 

PTSVATYLSSKSQPSAKVSVMGTDQSESINTSNETEYLKQKIHDLETELEGYQN 

FIFQLQKHSQCSEAIITVLCGTEGAQDGLSKPKNGSDGEEMTFSSLHQVRYVK 

HVKILGPLAPEMTDSRVLENLKQQLEEQEYKLQKEQNLNMQLFSEIHNLQNKF 

RDLSPPRYDSLVQSQARELSLQRQQIKDGHGICVISRQHMNTMIKAFEELLQA 

SDVDYCVAEGFQEQLNQCAELLEKLEKLFLNGKSVGVEMNTQNELMERIEED 

NLTYQHLLPESPEPSASHALSDYETSEKSFFSRDQKQDNETEKTSVMVNSFSQ 

DLLMEHIQE1RTLRKRLEESIKTNEKLRKQLERQGSEFVQGSTSIFASGSELHSS 

LTSEIHFLRKQNQALNAMLIKGSRDKQKENDKLRESLSRKTVSLEHLQREYAS 

VKEENERLQKEGSEKERHNQQLIQEVRCSGQELSRVQEELKLRQQLLSQNDK 

LLQSLRVELKAYEKLDEEHRRLREASGEGWKGQDPFRDLHSLLMEIQALRLQ 

LERSIETSSTLQSRLKEQLARGAEKAQEGALTLAVQAVSIPEVPLQPDKHDGDK 

YPMESDNSFDLFDSSQAVTPKSVSETPPLSGNDTDSLSCDSGSSATSTPCVSRL 

VTGHHLWASKNGRHVLGLIEDYEALLKQISQGQRLLAEMDIQTQEAPSSTSQE 

LGTKGPHPAPLSKFVSSVSTAKLTLEEAYRRLKLLWRVSLPEDGQCPLHCEQIG 

EMKAEVTKLHKKLFEQEKKLQNTMKLLQLSKRQEKVIFDQLVVTHKILRKAR 

GNLELRPGG AH PGTC SPSRPGS 

-COOH 

Figure 21- Partial Amino Acid Sequence (KIAA1633) (SEQ ID NO: 45) 



NH 2 -THAYNPKSPPTQNSSASSVNWNSANPDDMVVDYETDPAVVTGENISLSL 

QGVEVFGHEKSSSDFISKQVLDMHKDSICQCPALVGTEKPKYLQHSCHSLEAV 

EGQSVEPSLPFVWKPNDNLNCAGYCDALELNQTFDMTVDKVNCTFISHHAIG 

KSQSFHTAGSLPPTGRRSGSTSSLSYSTWTSSHSDKTHARETTYDRESFENPQV 

TPSEAQDMTYTAFSDVVMQSEVFVSDIGNQCACSSGKVTSEYTDGSQQRLVG 

EKETQALTPVSDGMEVPNDSALQEFFCLSHDESNSEPHSQSSYRHKEMGQNL 

RETVSYCLIDDECPLMVPAFDKSEAQVLNPEHKVTETEDTQMVSKGKDLGTQ 

NHTSELILSSPPGQKVGSSFGLTWDANDMVISTDKTMCMSTPVLEPTKVTFSV 

SPIEATEKCKKVEKGNRGLKNIPDSKEAPVNLCKPSLGKSTIKTNTPIGCKVRK 

TEIISYPRPNFKNVKAKVMSRAVLQPKDAALSKVTPRPQQTSASSPSSVNSRQ 

QTVLSRTPRSDLNADKKAEILINKTHKQQFNKLITSQAVHVTTHSKNASHRVP 

RTTSAVKSNQEDVDKASSSNSACETGSVSALFQKIKGILPVKMESAECLEMTY 

VPNIDRISPEKKGEKENGTSMEKQELKQEIMNETFEYGSLFLGSASKTTTTSGR 

NISKPDSCGLRQIAAPKAKVGPPVSCLRRNSDNRNPSADRAVSPQRIRRVSSSS 

GNAAVIKYEEKPPKPAFQNGSSGSFYLKPLVSRAHVHLMKTPPKGPSRKNLFT 

ALNAVEKSRQKNPRSLCTQPQTAPDALPPEKTLELTQYKTKCENQSGFILQLKQ 

LLACGNTKFEALTVVIQHLLSEREEALKQHKTLSQELVNLRGELVTASTTCEK 

LEKARNELQTVYEAFVQQHQAEKTERENRLKEFYTREYEKLRDTYIEEAEKY 

KMQLQEQFDNLNAAHETSKLEIEASHSEKLELLKKAYEASLSEIKKGHEIEKK 

SLEDLLSEKQESLEKQINDLKSENDALNEKLKSEEQKRRAREKANLKNPQIMY 

LEQELESLKAVLEIKNEKLHQQDIKLMKMEKLVDNNTALVDKLKRFQQENEE 

LKARMDKHMAISRQLSTEQAVLQESLEKESKVNKRLSMENEELLWKLHNGD 

LCSPKRSPTSSAIPLQSPRNSGSFPSPSISPR 

-COOH 

Figure 22- Partial Amino Acid Sequence (KIAA1288(1191)) (SEQ ID NO: 46) 



NH 2 -MPVFHTRTIESILEPEAQQISHLVIMHEEGEVDGKAIPDLTAPVAAVQAAV 

SNLVRVGKETVQTTEDQILKRDMPPAFIKVENACTKLVQAAQMLQSDPYSVP 

ARDYLIDGSRGILSGTSDLLLTFDEAEVRKIIRVCKGILEYLTVAEVVETMEDLV 

TYTKNLGPGMTKMAKMIDERQQELTHQEHRVMLVNSMNTVKELLPVLISAM 

KIFVTSKNSKNQGIEEALKNRNFTVEKMSAEINEIIRVLQLTSWDEDAWASKDT 

EAMKRALAS1DSKLNQAKGWLRDPNASPGDAGEQAIRQ1LDEAGKVGELCA 

GKERREILGTCKMLGQMTDQVADLRARGQGASPVAMQKAQQVSQGLDVVT 

AKVENAARKLEAMTNSKQSIAKKIDAAQNWLADPNGGPEGEEQIRGALAEA 

RKIAELCDDPKERDD1LRSLGE1AALTSKLGDLRRQGKGDSPEARALAKQVAT 

ALQNLQTKTNRAVANSRPAKAAVHLEGKIEQARRWIDNPTVDDRGVGQAAIR 

GLVAEGHRLANVMMGPYRQDLLAKCDRVDQLTAQLADLAARGEGESPQAR 

ALASQLQDSLKDLKAQMQEAMTQEVSDVFSDTTTPIKLLAVAATAPPDAPNR 

EEVFDERAANFENHSGRLGATAEKAAAVGTANKSTVEGIQASVKTARELTPQV 

ISAARILLRNPGNQAAYEHFETMKNQWIDNVEKMTGLVDEAIDTKSLLDASEE 

AIKKDLDKCKVAMANIQPQMLVAGATSIARRANRILLVAKREVENSEDPKFRE 

AVKAASDELSKTISPMVMDAKAVAGNISDPDLQKSFLDSGYRILGAVAKVREA 

FQPQEPDFPPPPPDLEQLRLTDELAPPKPPLPEGEVPPPRPPPPEEKDEEFPEQK 

AGEVINQPMMMAARQLHDEARKWSSKGNDIIAAAKRMALLMAEMSRLVRG 

GSGTKRALIQCAKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTIST 

QLKILSTVKATMLGRTNISDEESEQATEMLVHMAQNLMQSVKETVREAEAASI 

KIRTDAGFTLRWVRKTPWYQ 

-COOH 

Figure 23- Full-length Amino Acid Sequence (mVCL) (SEQ ID NO: 47) 



5'-GGGCACGACTCCAGCCTCTTCGAGGACAGAAGCGACCATGACAAACAC 
AAGGACAGAAAACGGAAAAAGAGGAAGAAAGGCGAGAAGCAGGCTCCC 
GGGGAAGAGAAGGGGAGAAAACGGAGAAGAGTCAAGGAGGATAAAAAG 
AAGCGGGATCGAGACCGTGCAGAGAATGAGGTGGACAGAGATCTCCAGTG 
5 TCATGTCCCTATAAGATTAGACTTACCTCCTGAGAAGCCTCTTACAAGCTCG 
TTAGCCAAACAAGAAGAAGTAGAACAGACACCCCTTCAGGAAGCTTTGAA 
TCAGCTCATGAGACAATTGCAAAGTACCATGAAAGAAAAGATCAAGAATA 
ACGACTACCAGTCCATAGAAGAACTAAAGGATAACTTCAAGCTAATGTGTA 
CTAATGCAATGATTTACAATAAGCCAGAGACCATTTATTATAAAGCTGCAAA 

10 GAAGCTGTTGCACTCAGGGATGAAAATTCTCAGTCAGGAGAGAATTCAGA 
GCCTGAAGCAGAGTATAGACTTCATGTCAGACTTGCAGAAAACTCGGAAG 
CAGAAAGAACGAACAGATGCCTGTCAGAGTGGGGAGGACAGCGGCTGCT 
GGCAGCGCGAGAGGGAAGACTCTGGAGATGCTGAAACACAGGCCTTCAG 
AAGCCCCGCTAAGGACAATAAAAGGAAAGACAGAGATGTGCTTGAAGACA 

15 AATGGAGAAGCAGCAACTCAGAAAGGGAGCATGAGCAGATTGAGCGCGTT 
GTCCAGGAGTCAGGAGGCAAGCTAACACGGCGGCTGGCAAACAGTCAGT 
GTGAATTTGAA-3' 
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Figure 24- Partial cDNA Nucleotide Sequence Encoding the Amino Acid Sequence of 
SEQ ID NO: 6 (SEQ ID NO: 48) (807 nucleotides in total) 



5'-GCCATCGTGGAGCGCAGAGCCAACCTGCTGCGGGCTGAGATTGAGGAG 
CTGCGGGCCACGCTGGAGCAGACGGAGAGGAGCAGGAAGATTGCAGAGC 
AGGAGCTGCTGGACGCCAGTGAGCGCGTGCAGCTCCTCCACACCCAGAAC 
ACGAGCCTCATCAACACCAAGAAGAAGCTGGAAAATGATGTTTCACAGCT 
5 GCAGAGTGAAGTGGAAGAAGTGATTCAAGAGTCACGCAATGCAGAAGAG 
AAGGCTAAGAAAGCCATTACTGATGCCGCCATGATGGCGGAGGAGCTGAA 
GAAGGAGCAGGACACCAGCGCCCACCTGGAGCGGATGAAGAAGAACATG 
GAG-3' 

10 Figure 25- Partial cDNA Nucleotide Sequence Encoding the Amino Acid Sequence of 
SEQ ID NO: 10 (SEQ ID NO: 49) (348 nucleotides in total) 



5'-GAAAAACAAGAGCTGAAACAAGAGATTATGAATGAGACTTTTGAATATG 
GTTCTCTGTTTTTGGGCTCTGCTTCAAAAACAACGACCACCTCAGGTAGGA 
ATATATCCAAGCCTGACTCCTGCGGTTTGAGGCAAATAGCTGCTCCAAAAG 
CCAAAGTGGGGCCCCCTGTTTCCTGTTTGAGGCGGAACAGTGACAATAGA 
5 AATCCCAGTGCTGATCGAGCCGTATCTCCTCAGAGGATCAGGCGTGTGTCC 
AGTTCTGCTGGTAATGCCGCTGTCATCAAGTATGAGGAGAAACCTCCAAAA 
CCAGCATTTCAGAATGGTTCCTCAGGATCCTTTTATTTGAAGCCTTTGGTAT 
CCAGGGCTCATGTTCACTTGATGAAAACTCCTCCAAAAGGTCCTTCGAGAA 
AAAATTTATTTACAGCTCTTAATGCAGTTGAAAAGAGCAAGCAAAAGAATC 

10 CTCGAAGCTTATGTATCCAGCCACAGACAGCTCCCGATGCGCTGCCCCCTG 
AAAAAACACTTGAATTGACGCCATATAAAACAAAATGTGAAAACCAAAGT 
GGATTTATCCTGCAGCTCAAGCAGCTTCTTGCCTGTGGTAATACCAAGTTTG 
AGGCATTGACAGTTGTGATTCAGCACCTGCTGTCTGAGCGGGAGGAAGCA 
CTGAAACAACACAAAACCCTATCTCAAGAACTTGTTAACCTCCGGGGAGA 

15 GCTAGTCACTGCTTCAACCACCCGTGAGAAATTAGAAAAAGCCAGGAATG 
AGTTACAAACAGTGTATGAAGCATTCGTCCAGCAGCACCAGGCTGAAAAA 
ACAGAACGAGAGAATCGGCTTAAAGAGTTTTACACCAGGGAGTATGAAAA 
GCTTCGGGACACTTACATTGAAGAAGCAGAGAAGTACAAAATGCAATTGC 
AAGAGCAGTTTGGCAACTTAAATGCTGCGCATGAAACCTTTAAGTTGGAAA 

20 TTGAAGCTAGCCACTCAGAGAAACTTGAATTGCTAAAGAAGGCCTATGAA 
GCCTCCCTTTCAGAAATTAAGAAAGGCCATGAAATAGAAAAGAAATCGCTT 
GAAGATTTACTTTCTGAGAAGCAGGAATCGCTAGAGAAGCAAATCAATGAT 
CTGAAGAGTGAAAATGATGCTTTAAATGAAAAATTGAAATCAGAAGAACA 
AAAAAGAAGAGCAAGAGAAAAAGCAAATTTGAAAAATCCTCAGATCATGT 

25 ATCTAGAACAGGAGTTAGAAAGCCTGAAAGCTGTGTTAGAGATCAAGAAT 
GAGA A ACTGCATCA ACAG-3 ' 
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Figure 26- Partial cDNA Nucleotide Sequence Encoding the Amino Acid Sequence of 
SEQ ID NO: 25 (SEQ ID NO: 50) (1281 nucleotides in total) 



NH 2 -TRPIIARAQCPGLGTMKRTDSGS1CHHAPPPCWAHHAPRQSPRQPSSRER 

RPPERAGSWAVAAEEEEAASAAPWMRHYFGEDDGEMVPRTSSAAAFLSDTK 

DRGPPVQSQTWRSAERVPFGQAHSLRAFEKPPLVQTQALRDFEKHLNDLKKE 

NFSLKLRIYFLEERMQQKYEVSREDVYKRNIELKVEVESLKRELQDRKQHLD 

KTWADAEDLNSQNEAELRRQVEERQQETEHVYELLGNKIQLLQEEPRLAKNE 

ATEMETLVEAEKRCNLELSERWTNAAKNREDAAGDQEKPDQYSEALAQRDR 

RIEELRQSLAAQEGLVEQLSQEKRQLLHLLEEPASMEVQPVPKGLPTQQKPDL 

HETPTTQPPVSESHLAELQDKIQQTEATNKILQEKLNDLSCELKSAQESSQKQD 

TTIQSLKEMLKSRESETEELYQV1EGQNDTMAKLREMLHQSQLGQLHSSEGIA 

PAQQQVALLDLQSALFCSQLEIQRLQRLVRQKERQLADGKRCVQLVEAAAQE 

REHQKEAAWKHNQELRKALQHLQGELHSKSQQLHVLEAEKYNEIRTQGQNI 

QHLSHSLSHKEQLIQELQELLQYRDNADKTLDTNEVFLEKLRQRIQDRAVALE 

RVIDEKFSALEEKDKELRQLRLAVRDRDHDLERLRCVLSANEATMQSMESLL 

RARGLEVEQLTATCQNLQWLKEELETKFGHWQKEQESIIQQLQTSLHDRNKE 

VEDLSATLLCKLGPGQSEVAEELCQRLQRKERMLQDLLSDRNKQAVEHEMEI 

QGLLQSMGTREQERQAAAEKMVQAFMERNSELQALRQYLGGKELMTSSQTF 

ISNQPAGVTSIGPHHGEQTDQGSMQMPSRDDSTSLTAREEASIPRSTLGDSDTV 

AGLEKELSNAKEELELMAKKKKK 

-COOH 

Figure 27- Partial Amino Acid Sequence (mBC028274(908)) (SEQ ID NO: 87) 



NH 2 -MRADFNPSGFSLELAVCVLSVGLLAVVLFLWRGFRSIRSRFYVGREKKLA 

LELSALIEEKCKLLDKVSIVQKEYEGLESSLKEASFEKESTEAQSLEFVEGSQIS 

EATYENLEQSKSKLEDEILLLEEKLEEERAKHSEQDELMADISKRIQSLEDESK 

SLKSQVAEAKTTFRIFEINEERLKGAIKDALNENSQLQESQKQLLQETEMMKE 

QVNDLDKQKVALEESRAQAEQALSEKESQIETLVTSLLKMKDWAAVLGEADD 

GNLDLDMKSGLENTAALDNQPKGALKKLIYAAKLNASLKALEGERNQVYTQ 

LSEVDQVKEDLTEHIKSLESKQASLQSEKTEFESESQKLQQKLKVITELYQENE 

MKLHRKLTVEENYRLEKEEKLSKVDEKISHATEELETCRQRAKDLEEELERTI 

HSYQGQVISHEKKAHDNWLAARTLERNLNDLRKENAHNRQKLTETEFKFELL 

EKDPYALDVPNTAFGREHSPYGPSPLGRPPSETRAFLSPPTLLEGPLRLSPLLPG 

GGGRGSRGPENLLDHQMNTERGESSYDRLSDAPRAPSDRSLSPPWEQDRRMT 

AHPPPGQPYSDPALQRQDRFYPNSGRLSGPAELRSYNMPSLDKVDGPVPSEME 

SSGNGTKDNLGNSNVPDSPIPAECEAAGRGFFPPPFPPVRDPLFPVDPRSQFMR 

RGPSFPPPPPGS1YAAPRDYFPPRDFPGPPLPPFPGRTVYAPRGFPPYLPPRAGFF 

PPPPHPESRSELPPDLIPPSKEPAADPPETQEA 

-COOH 

Figure 28- Full-length Amino Acid Sequence (mBC026864(777)) (SEQ ID NO: 88) 



NH 2 -MDGKQACERMIRALELDPNLYRIGQSKIFFRAGVLAHLEEERDLKITDIII 

FFQAVCRGYLARKAFAKKQQQLSALKVLQRNCAAYLKLRHWQWWRVFTKV 

KPLLQVTRQEEELQAKDEELLKVKEKQTKVEGELEEMERKHQQLLEEKNILA 

EQLQAETELFAEAEEMRARLAAKKQELEEILHDLESRVEEEEERNQILQNEKK 

KMQAHIQDLEEQLDEEEGARQKLQLEKVTAEAKIKKMEEEVLLLEDQNSKFI 

KEKKLMEDRIAECSSQLAEEEEKAKNLAKIRNKQEVMISDLEERLKKEEKTR 

QELEKAKRKLDGETTDLQDQIAELQAQVDELKVQLTKKEEELQGALARGDD 

ETLHKNNALKVARELQAQIAELQEDFESEKASRNKAEKQKRDLSEELEALKT 

ELEDTLDTTAAQQELRTKREQEVAELKKALEDETKNHEAQIQDMRQRHATAL 

EELSEQLEQAKRFKANLEKNKQGLETDNKELACEVKVLQQVKAESEHKRKK 

LDAQVQELHAKVSEGDRLRVELAEKANKLQNELDNVSTLLEEAEKKGIKFAK 

DAAGLESQLQDTQELLQEETRQKLNLSSRIRQLEEEKNSLQEQQEEEEEARKN 

LEKQVLALQSQLADTKKKVDDDLGTIESLEEAKKKLLKDVEALSQRLEEKVL 

AYDKLEKTKNRLQQELDDLTVDLDHQRQIVSNLEKKQKKFDQLLAEEKGISA 

RYAEERDRAEAEAREKETKALSLARALEEALEAKEEFERQNKQLRADMEDL 

MSSKDDVGKNVHELEKSKRALEQQVEEMRTQLEELEDELQATEDAKLRLEV 

NMQAMKAQFERDLQTRDEQNEEKKRLLLKQVRELEAELEDERKQRALAVAS 

KKKMEIDLKDLEAQIEAANKARDEVIKQLRKLQAQMKDYQRELEEARASRD 

EIFAQSKESEKKLKSLEAEILQLQEELASSERARRHAEQERDELADEIANSASG 

KSALLDEKRRLEARIAQLEEELEEEQSNMELLNDRFRKTTLQVDTLNTELAAE 

RSAAQKSDNARQQLERQNKELKAKLQELEGAVKSKFKATISALEAK1GQLEE 

QLEQEAKERAAANKLVRRTEKKLKEIFMQVEDERRHADQYKEQMEKANAR 

MKQLKRQLEEAEEEATRANASRRKLQRELDDATEANEGLSREVSTLKNRLRR 

GGPISFSSSRSGRRQLHIEGASLELSDDDTESKTSDVNDTQPPQSE 

-COOH 

Figure 29- Full-length Amino Acid Sequence (m5730504C04Rik) (SEQ ID NO: 89) 



NH 2 -MAQQAADKYLYVDKNFINNPLAQADWAAKKLVWVPSSKNGFEPASLKE 

EVGEEA1VELVENGKKVKVNKDDIQKMNPPKFSKVEDMAELTCLNEASVLHN 

LKERYYSGLIYTYSGLFCVVINPYKNLPIYSEEIVEMYKGKKRHEMPPHIYAIT 

DTAYRSMMQDREDQSILCTGESGAGKTENTKKVIQYLAHVASSHKSKKDQGE 

LERQLLQANPILEAFGNAKTVKNDNSSRFGKFIRINFDVNGYIVGANIETYLLE 

KSRAIRQAKEERTFHIFYYLLSGAGEHLKTDLLLEPYNKYRFLSNGHVTIPGQ 

QDKDMFQETMEAMRIMGIPEDEQMGLLRVISGVLQLGNIAFKKERNTDQAS 

MPDNTAAQKVSHLLGINVTDFTRGILTPRIKVGRDYVQKAQTKEQADFAIEAL 

AKATYERMFRWLVLRINKALDKTKRQGASFIGILDIAGFEIFDLNSFEQLCINY 

TNEKLQQLFNHTMFILEQEEYQREGIEWNFIDFGLDLQPCIDLIEKPAGPPGILA 

LLDEECWFPKATDKSFVEKVVQEQGTHPKFQKPKQLKDKADFCIIHYAGKVD 

YKADEWLMKNMDPLNDNIATLLHQSSDKFVSELWKDVDRIIGLDQVAGMSE 

TALPGAFKTRKGMFRTVGQLYKEQLAKLMATLRNTNPNFVRCIIPNHEKKAG 

KLDPHLVLDQLRCNGVLEGIRICRQGFPNRVVFQEFRQRYEILTPNSIPKGFMD 

GKQACVLMIKALELDSNLYRIGQSKVFFRAGVLAHLEEERDLKITDVIIGFQA 

CCRGYLARKAFAKRQQQLTAMKVLQRNCAAYLRLRNWQWWRLFTKVKPLL 

NSIRHEDELLAKEAELTKVREKHLAAENRLTEMETMQSQLMAEKLQLQEQLQ 

AETELCAEAEELRARLTAKKQELEEICHDLEARVEEEEERCQYLQAEKKKMQ 

QN1QELEEQLEEEESARQKLQLEKVTTEAKLKKLEEDQIIMEDQNCKLAKEKK 

LLEDRVAEFTTNLMEEEEKSKSLAKLKNKHEAMITDLEERLRREEKQRQELEK 

TRRKLEGDSTDLSDQIAELQAQIAELKMQLAKKEEELQAALARVEEEAAQKN 

MALKKIRELETQISELQEDLESERASRNKAEKQKRDLGEELEALKTELEDTLD 

STAAQQELRSKREQEVSILKKTLEDEAKTHEAQIQEMRQKHSQAVEELADQL 

EQTKRVKATLEKAKQTLENERGELANEVKALLQGKGDSEHKRKKVEAQLQE 

LQVKFSEGERVRTELADKVTKLQVELDSVTGLLSQSDSKSSKLTKDFSALESQ 

LQDTQELLQEENRQKLSLSTKLKQMEDEKNSFREQLEEEEEAKRNLEKQIATL 

HAQVTDMKKKMEDGVGCLETAEEAKRRLQKDLEGLSQRLEEKVAAYDKLE 

KTKTRLQQELDDLLVDLDHQRQSVSNLEKKQKKFDQLLAEEKTISAKYAEER 

DRAEAEAREKETKALSLARALEEAMEQKAELERLNKQFRTEMEDLMSSKDD 

VGKSVHELEKSKRALEQQVEEMKTQLEELEDELQATEDAKLRLEVNLQAMK 

AQFERDLQGRDEQSEEKKKQLVRQVREMEAELEDERKQRSMAMAARKKLE 

MDLKDLEAHIDTANKNREEAIKQLRKLQAQMKDCMRELDDTRASREEILAQ 

AKENEKKLKSMEAEMIQLQEELAAAERAKRQAQQERDELADEIANSSGKGA 

LALEEKRRLEARIALLEEELEEEQGNTELINDRLKKANLQIDQINTDLNLERSH 

AQKNENARQQLERQNKELKAKLQEMESAVKSKYKASIAALEAKIAQLEEQL 

DNETKERQAASKQVRRTEKKLKDVLLQVEDERRNAEQFKDQADKASTRLKQ 

LKRQLEEAEEEAQRANASRRKLQRELEDATETADAMNREVSSLKNKLRRGDL 

PFVVTRRIVRKGTGDCSDEEVDGKADGADAKAAE 

-COOH 

Figure 30- Full-length Amino Acid Sequence (mMYH9) (SEQ ID NO: 42) 



NH 2 -MSAAKENPCRKFQANIFNKSKCQNCFKPRESHLLNDEDLTQAKPIYGGW 
LLLAPDGTDFDNPVHRSRKWQRRFFILYEHGLLRYALDEMPTTLPQGTINMN 
QCTDVVDGEARTGQKFSLCILTPDKEHFIRAETKEIISGWLEMLMVYPRTNKQ 
NQKKKRKVEPPTPQEPGPAKMAVTSSSGGTSGSSSSIPSAEKVPTTKSTLWQEE 
MRAKDQPDGTSLSPAQSPSQSQPPAACTPREPGLESKEDESTISGDRVDGGRK 
VRVESGYFSLEKAKQDLRAEEQLPPLLSPPSPSTPHSRRSQVIEKFEALDIEKAE 
HMETNMLILTTPSSDTRQGRSERRAIPRKRDFASEAPTAPLSDACPLSPHRRAK 
SLDRRSTESSMTPDLLNFKKGWLTKQYEDGQWKKHWFVLADQSLRYYRDSV 
AEEAADLDGEINLSTCYDVTEYPVQRNYGFQIHTKEGEFTLSAMTSGIRRNWI 
QTIMKHVLPASAPDVTSSLPEGKNKSTSFETCSRSTEKQEAEPGEPDPEQKKSR 
ARERRREGRSKTFDWAEFRPIQQALAQERASAVGSSDSGDPGCLEAEPGELER 
ERARRREEPRKRFGMLDTIDGPGMEDTALRMDIDRSPGLLGTPDLKTQNVHV 
EIEQRWHQVETTPLREEKQVPIAPLHLSLEDRSERLSTHELTSLLEKELEQSQK 
EASDLLEQNRLLQDQLRVALGREQSAREGYVLQATCERGFAAMEETHQKKIE 
DLQRQHQRELEKLREEKDRLLAEETAATISAIEAMKNAHREEMERELEKSQRS 
QISSINSDIEALRRQYLEELQSVQRELEVLSEQYSQKCLENAHLAQALEAERQ 
ALRQCQRENQELNAHNQELNNRLAAEITRLRTLLTGDGGGESTGLPLTQGKD 
AYELEVLLRVKESEIQYLKQEISSLKDELQTALRDKKYASDKYKDIYTELSIAK 
AKADCDISRLKEQLKAATEALGEKSPEGTTVSGYDIMKSKSNPDFLKKDRSCV 
TRQLRNIRSKSVIEQVSWDN 
-COOH 

Figure 31- Full-length Amino Acid Sequence (mpll6Rip) (SEQ ID NO: 91) 



NH 2 -MMEAIKKKMQMLKLDKENALDRAEQAEAEQKQAEERSKQLEDELAA 
MQKKLKGTEDELDRAQERLATALQKLEEAEKAADESERGMKVIENRALKDE 
EKMELQEIQLKEAKHIAEEADRKYEEVARKLVIIEGDLERTEERAELAESKCSE 
LEEELKNVTNNLKSLEAQAEKYSQKEDKYEEEIKILTDKLKEAETRAEFAERS 
5 VAKLEKTIDDLEDELYAQKLKYKAISEELDHALNDMTSI 
-COOH 

Figure 32- Full-length Amino Acid Sequence (TPM3) (SEQ ID NO: 92) 



NH 2 -MTDAQMADFGAAAQYLRKSEKERLEAQTRPFDIRTECFVPDDKEEFVK 

AKILSREGGKVIAETENGKTVTVKEDQVLQQNPPKFDKIEDMAMLTFLHEPAV 

LFNLKERYAAWMIYTYSGLFCVTVNPYKWLPVYNAEVVAAYRGKKRSEAPP 

HIFSISDNAYQYMLTDRENQSILITGESGAGKTVNTKRVIQYFASIAAIGDRGKK 

DNANANKGTLEDQIIQANPALEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLA 

SADIETYLLEKSRVIFQLKAERNYHIFYQILSNKKPELLDMLLVTNNPYDYAFV 

SQGEVSVASIDDSEELMATDSAFDVLGFTSEEKAGVYKLTGAIMHYGNMKFK 

QKQREEQAEPDGTEDADKSAYLMGLNSADLLKGLCHPRVKVGNEYVTKGQS 

VQQVYYSIGALAKAVYEKMFNWMVTRINATLETKQPRQYFIGVLDIAGFEIFD 

FNSFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLQACID 

LIEKPMGIMS1LEEECMFPKATDMTFKAKLYDNHLGKSNNFQKPRNIKGKQEA 

HFSLIHYAGTVDYNILGWLEKNKDPLNETVVALYQKSSLKLN4ATLFSSYATAD 

TGDSGKSKGGKKKGSSFQTVSALHRENLNKLMTNLRTTHPHFVRCIIPNERKA 

PGVMDNPLVMHQLRCNGVLEGIRICRKGFPNRILYGDFRQRYRILNPVAIPEGQ 

FIDSRKGTEKLLSSLDIDHNQYKFGHTKVFFKAGLLGLLEEMRDERLSRIITRM 

QAQARGQLMRIEFKKIVERRDALLVIQWNIRAFMGVKNWPWMKLYFKIKPLL 

KSAETEKEMATMKEEFGRIKETLEKSEARRKELEEKMVSLLQEKNDLQLQVQ 

AEQDNLNDAEERCDQLIKNKIQLEAKVKEMNERLEDEEEMNAELTAKKRKLE 

DECSELKKDIDDLELTLAKVEKEKHATENKVKNLTEEMAGLDEIIAKLTKEKK 

ALQEAHQQALDDLQVEEDKVNSLSKSKVKLEQQVDDLEGSLEQEKKVRMDL 

ERAKRKLEGDLKLTQESIMDLENDKLQLEEKLKKKEFDINQQNSKIEDEQVLA 

LQLQKKLKENQARIEELEEELEAERTARAKVEKLRSDLSRELEEISERLEEAGG 

ATSVQIEMNKKREAEFQKMRRDLEEATLQHEATAAALRKKHADSVAELGEQI 

DNLQRVKQKLEKEKSEFKLELDDVTSNMEQIIKAKANLEKVSRTLEDQANEY 

RVKLEEAQRSLNDFTTQRAKLQTENGELARQLEEKEALISQLTRGKLSYTQQ 

MEDLKRQLEEEGKAKNALAHALQSARHDCDLLREQYEEETEAKAELQRVLS 

KANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDAEEAVEAVNAKCSSL 

EKTKHRLQNEIEDLMVDVERSNAAAAALDKKQRNFDKILAEWKQKYEESQS 

ELESSQKEARSLSTELFKLKNAYEESLEHLETFKRENKNLQEEISDLTEQLGEG 

GKNVHELEKVRKQLEVEKLELQSALEEAEASLEHEEGKILRAQLEFNQIKAEI 

ERKLAEKDEEMEQAKRNHQRVVDSLQTSLDAETRSRNEVLRVKKKMEGDLN 

EMEIQLSHANRMAAEAQKQVKSLQSLLKDTQIQLDDAVRANDDLKENIAIVE 

RRNNLLQAELEELRAVVEQTERSRKLAEQELIETSERVQLLHSQNTSLINQKK 

KMESDLTQLQSEVEEAVQECRNAEEKAKKAITDAAMMAEELKKEQDTSAHL 

ERMKKNMEQTIKDLQHRLDEAEQIALKGGKKQLQKLEARVRELEGELEAEQ 

KRNAESVKGMRKSERRIKELTYQTEEDKKNLLRLQDLVDKLQLKVKAYKRQ 

AEEAEEQANTNLSKFRKVQHELDEAEERADIAESQVNKLRAKSRDIGAKQKM 

HDEE 

-COOH 

Figure 33- Full-length Amino Acid Sequence (MYH6) (SEQ ID NO: 93) 



NH 2 -MDEAETDATENKRASEAKRASAMPPPPPPPPPISPPALIPAPAAGEEGPASL 
GQAGAAGCSRSRPPALEPERSLGRLRGRFEDYDEELEEEEEMEEEEEEEEEMS 
HFSLRLESGRADSEDEEERLINLVELTPYILCSICKGYLIDATTITECLHTFCKSCI 
VRHFYYSNRCPKCNIVVHQTQPLYNIRLDRQLQDIVYKLVINLEEREKKQMH 
5 DFYKERGLEVPKPAAPQPVPSSKGKTKKVLESVFRIPPELDMSLLLEFIGANED 
TGHFKPLEKKFVRVSGEATIGHVEKFLRRKMGLDPACQVDIICGDHLLERYQT 
LREIRRAIGDTAMQDGLLVLHYGLVVSPLKIT 
-COOH 

10 Figure 34- Full-length Amino Acid Sequence (mMBLR) (SEQ ID NO: 94) 



NH 2 -MHRTTRIKITELNPHLMCALCGGYFIDATTIVECLHSFCKTCIVRYLETNK 

YCPMCDVQVHKTRPLLSIRSDKTLQDIVYKLVPGLFKDEMKRRRDFYAAYPLT 

EVPNGSNEDRGEVLEQEKGALGDDEIVSLSIEFYEGVRDREEKKNLTENGDG 

DKEKTGVRFLRCPAAMTVMHLAKFLRNKMDVPSKYKVEILYEDEPLKEYYT 

LMDIAYIYPWRRNGPLPLKYRVQPACKRLTLPTVPTPSEGTNTSGASECESVSD 

KAPSPATLPATSSSLPSPATPSHGSPSSHGPPATHPTSPTPPSTAAGTTTATNGGTS 

NCLQTPSSTSRGRKMTVNGAPCPP 

-COOH 

Figure 35- Full-length Amino Acid Sequence (mZFP144) (SEQ ID NO: 95) 



NH 2 -MHRTTRIKITELNPHLMCALCGGYFIDATTIVECLHSFCKTCIVRYLETNK 

YCPMCDVQVHKTRPLLSIRSDKTLQDIVYKLVPGLFKDEMKRRRDFYAAYPLT 

EVPNGSNEDRGEVLEQEKGALSDDEIVSLSIEFYEGAGDRDEKKGPLENGDG 

DKEKTGVRFLRCPAAMTVMHLAKFLRNKMDVPSKYKVEVLYEDEPLKEYYT 

LMDIAYIYPWRRNGPLPLKYRVQPACKRLTLATVPTPSEGTNTSGASESSGATT 

AANGGSLNCLQTPSSTSRGRKMTVNGAPVPPLT 

-COOH 

Figure 36- Full-length Amino Acid Sequence (ZNF144(294)) (SEQ ID NO: 65) 



NH 2 -MDDREDLVYQAKLAEQAERYDEMVESMKKVAGMDVELTVEERNLLSV 
AYKNVIGARRASWRIISSIEQKEENKGGEDKLKMIREYRQMVETELKLICCDIL 
DVLDKHLIPAANTGESKVFYYKMKGDYHRYLAEFATGNDRKEAAENSLVAY 
KAASDIAMTELPPTHPIRLGLALNFSVFYYEILNSPDRACRLAKAAFDDAIAEL 
5 DTLSEESYKDSTLIMQLLRDNLTLWTSDMQGDGEEQNKEALQDVEDENQ 
-COOH 

Figure 37- Full-length Amino Acid Sequence (14-3-3epsilon) (SEQ ID NO: 96) 



NH 2 -REASHPLCTGPAQAGLAHRCLLAALMGKRLGTGDCLWPTQLLGQWPVT 

LVCLPvPLCPLMFLVLELELLPGTLQLHPPCLIPPGPvPGH 

-COOH 

5 Figure 38- Partial Amino Acid Sequence (BF672897(87)) (SEQ ID NO: 69) 



NH 2 -MATQADLMELDMAMEPDRKAAVSHWQQQSYLDSGIHSGATTTAPSLSG 

KGNPEEEDVDTSQVLYEWEQGFSQSFTQEQVADIDGQYAMTRAQRVRAAMF 

PETLDEGMQIPSTQFDAAHPTNVQRLAEPSQMLKHAVVNLINYQDDAELATR 

AIPELTKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSPQMVSAIVRTMQ 

NTNDVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLFYAIT 

TLHNLLLHQEGAKMAVRLAGGLQKMVALLNKTNVKFLAITTDCLQILAYGN 

QESKLIILASGGPQALVNIMRTYTYEKLLWTTSRVLKVLSVCSSNKPAIVEAGG 

MQALGLHLTDPSQRLVQNCLWTLRNLSDAATKQEGMEGLLGTLVQLLGSDDI 

NVVTCAAGILSNLTCNNYKNKMMVCQVGGIEALVRTVLRAGDREDITEPAIC 

ALRHLTSRHQEAEMAQNAVRLHYGLPVVVKLLHPPSHWPLIKATVGLIRNLA 

LCPANHAPLREQGAIPRLVQLLVRAHQDTQRRTSMGGTQQQFVEGVRMEEIV 

EGCTGALHILARDVHNRIVIRGLNTIPLFVQLLYSPIENIQRVAAGVLCELAQD 

KEAAEAIEAEGATAPLTELLHSRNEGVATYAAAVLFRMSEDKPQDYKKRLSVE 

LTSSLFRTEPMAWNETADLGLDIGAQGEALGYRQDDPSYRSFHSGGYGQDAL 

GMDPMMEHEMGGHHPGADYPVDGLPDLGHAQDLMDGLPPGDSNQLAWFD 

TDL 

-COOH 

Figure 39- Full-length Amino Acid Sequence (mCATNB) (SEQ ID NO: 97) 



NH 2 -MDDSEVESTASILASVKEQEAQFEKLTRALEEERRHVSAQLERVRVSPQD 

ANSLMANGTLTRRHQNGRFVGDADLERQKFSDLKLNGPQDHNHLLYSTIPR 

MQEPGQIVETYTEEDPEGAMSVVSVETTDDGTTRRTETTVKKVVKTMTTRTV 

QPVPMGPDGLPVDASAVSNNYIQTLGRDFRKNGNGGPGPYVGQAGTATLPRN 

FHYPPDGYGRHYEDGYPGGSDNYGSLSRVTRIEERYRPSMEGYRAPSRQDVY 

GPQPQVRVGGSSVDLHRFHPEPYGLEDDQRSMGYDDLDYGMMSDYGTARRT 

GTPSDPRRRLRSYEDMIGEEVPPDQYYWAPLAQHERGSLASLDSLRKGMPPPS 

NWRQPELPEVIAMLGFRLDAVKSNAAAYLQHLCYRNDKVKTDVAKLKGIPIL 

VGLLDHPKKEVHLGACGALKNISFGRDQDNKIAIKNCDGVPALVRLLRKARD 

MDLTEVITGTLWNLSSHDSIKMEIVDHALHALTDEVIIPHSGWEREPNEDCKPR 

HIEWESVLTNTAGCLRNVSSERSEARRKLRECDGLVDALIFIVQAEIGQKDSDS 

KLVENCVCLLRNLSYQVHREIPQAERYQEALPTVANSTGPHAASCFGAKKGK 

GKKPTEDPANDTVDFPKRTSPARGYELLFQPEVVRIYISLLKESNTPAILEASAG 

AIQNLCAGRWTYGRYIRSALRQEKALSARAELLTSEHERVVKAASGALRNLA 

VDARNKELIGKHARPNLVKNLPGGQQNSSWNFSEDTVVSILNTINEVIAENLE 

AAKKLRETQGIEKLVLINKSGNRSEKEVRAAALVLQTIWGYKELRKPLEKEG 

WKKSDFQVNLNNASRSQSSHSYDDSTLPLIDRNQKSDNNYSTLNERGDHNRT 

LDRSGDLGDMEPLKGAPLMQKI 

-COOH 

Figure 40- Full-length Amino Acid Sequence (mCATNS) (SEQ ID NO: 98) 



NH 2 -MAVVIRLQGLPIVAGTMDIRHFFSGLTIPDGGVHIVGGELGEAFIVFATDE 

DAPvLGMMRTGGTIKGSKVTLLLSSKTEMQNMIELSRRRFETANLDIPPANASR 

SGPPPSSGMSSRVNLPATVPNFNNPSPSVVTATTSVHESNKNIQTFSTASVGTAP 

PSMGTSFGSPTFSSTIPSTASPMNTVPPPPIPPIPAMPSLPPLPSIPPIPVPPPVPTLP 

PVPPVPPIPPVPSVPPMTTLPPMSGMPPLNPPPVAPLPAGMNGSGAPIGLNNNM 

NPVFLGPLNPVNSIQMNSQSSVKSLPINPDDLYVSVHGMPFSAMENDVREFFH 

GLRVDAVHLLKDHVGRNNGNGLVKFLSPQDTFEALKRNRMLMIQRYVEVSPA 

TERQWVAAGGHITFKQSMGPSGQAHPPPQTLPRSKSPSGQKRSRSRSPHEAGF 

CVYLKGLPFEAENKHVIDFFKKLDIVEDSIYIAYGPNGKATGEGFVEFRNDAD 

YKAALCRHKQYMGNRFIQVHPITKKGMLEKIDMIRKRLQNFSYDQRELVLNP 

EGEVSSAKVCAHITNIPFSITKMDVLQFLEGIPVDENAVHVLVDNNGQGLGQA 

LVQFKTEDDAHKSEHLHRKKLNGREAFVHIVTLEDMREIEKNPPAQGKKGLK 

ISVPGNPAVPVIPSAGMPAAGIPTAGIPGAGLPSAGMPGAGMPSSGMPGPGMP 

GPGIPGAGIPGPAMPGPAMPGPAMPGPAMPGPAMPGPAMPGPAMPGPAMPGP 

AIPGPAIPGPAIPGPAIPGPTIPGAGIPSAGGEEHVFLTVGSKEANNGPPFNFPGN 

FGGPNAFGPPLPPPGLGGGGAFGDARPGMPSVGNSGLPGLGLDVPGFGGGNN 

ISGPSGFGGIPQNFGNGPGSLNAPPGFGSGPPGLGSVPGHLSGPPAFGPGPGPGL 

IHIGGPPGFGASSGKPGPTIIKVQNMPFTVSIDEILDFFYGYQVIPGSVCLKYNE 

KGMPTGEAMVAFESRDEATAAVIDLNDRPIGSRKVKLVLG 

-COOH 

Figure 41- Full-length Amino Acid Sequence (mSWAN) (SEQ ID NO: 99) 



NH 2 -KEGRREHAFVPEPFTGTNLAPSLWLHRFEVIDDLNHWDHATKLRFLKES 
LKGDALDVYNGLSSQAQGDFSFVKQALLRAFGAPGEAFSEPEEVLFANSMGK 
GYYLKGKVGHVPVRFLVDSGAQVSVVHPALWEEVTDGDLDTLRPFNNVVKV 
ANGAEMKILGVWDTEISLGKTKLKAEFLVANASAEEAIIGTDVLQDHNAVLDF 
5 EHRTCTLKGKKFRLLPVGSSLEDEFDLELIEEEEGSSAPEGSH 
-COOH 

Figure 42- Partial Amino Acid Sequence (m2300003P22Rik(248)) (SEQ ID NO: 100) 



NH 2 -SPYSPRGGSNVIQCYRCGDTCKGEVVRVHNNHFHIRCFTCQVCGCGLAQ 
SGFFFKNQEYICAQDYQQLYGTRCDSCRDFITGEVISALGRTYRPKCFVCSLCR 
KPFPIGDKVTFSGKECVCQTCSQSMTSSKPIKIRGPSHCAGCKEEIKHGQSLLA 
LDKQWHVSCFKCQTCSVILTGEYISKDGVPYCESDYHSQFGIKCETCDRYISGR 
5 VLEAGGKHYHPTCARCVRCHQMFTEGEEMYLTGSEVWHPICKQAARAEKK 
-COOH 

Figure 43 Partial Amino Acid Sequence (mTAKEDAOl 5) (SEQ ID NO: 75) 



NH 2 -MEVEQEQRRRKVEAGRTKLAHFRQRKTKGDSSHSEKKTAKRKGSAVDA 

SVQEESPVTKEDSALCGGGDICKSTSCDDTPDGAGGAFAAQPEDCDGEKRED 

LEQLQQKQVNDHPPEQCGMFTVSDHPPEQHGMFTVGDHPPEQRGMFTVSDH 

PPEQHGMFTVSDHPPEQRGMFTISDHQPEQRGMFTVSDHTPEQRGIFTISDHPA 

EQRGMFTKECEQECELAITDLESGREDEAGLHQSQAVHGLELEALRLSLSNM 

HTAQLELTQANLQKEKETALTELREMLNSRRAQELALLQSRQQHELELLREQ 

HAREKEEVVLRCGQEAAELKEKLQSEMEKNAQIVKTLKEDWESEKDLCLEN 

LRKELSAKHQSEMEDLQNQFQKELAEQRAELEKIFQDKNQAERALRNLESHH 

QAAIEKLREDLQSEHGRCLEDLEFKFKESEKEKQLELENLQASYEDLKAQSQE 

EIRRLWSQLDSARTSRQELSELHEQLLARTSRVEDLEQLKQREKTQHESELEQL 

RIYFEKKLRDAEKTYQEDLTLLQQRLQGAREDALLDSVEVGLSCVGLEEKPE 

KGRKDHVDELEPERHKESLPRFQAELEESHRHQLEALESPLCIQHEGHVSDRC 

CVETSALGHEWRLEPSEGHSQELPWVHLQGVQDGDLEADTERAARVLGLET 

EHKVQLSLLQTELKEEIELLKIENRNLYGKLQHETRLKDDLEKVKHNLIEDHQ 

KELNNAKQKTELMKQEFQRKETDWKVMKEELQREAEEKLTLMLLELREKAE 

SEKQTIINKFELREAEMRQLQDQQAAQILDLERSLTEQQGRLQQLEQDLTSDD 

ALHCSQCGREPPTAQDGELAALHVKEDCALQLMLARSRFLEERKEITEKFSAE 

QDAFLQEAQEQHARELQLLQERHQQQLLSVTAELEARHQAALGELTASLESK 

QGALLAARVAELQTKHAADLGALETRHLSSLDSLESCYLSEFQTIREEHRQAL 

ELLRADFEEQLWKKDSLHQTILTQELEKLKRKHEGELQSVRDHLRTEVSTELA 

GTVAHELQGVHQGEFGSEKKTALHEKEETLRLQSAQAQPFHQEEKESLSLQL 

QKKNHQVQQLKDQVLSLSHEIEECRSELEVLQQRRERENREGANLLSMLKAD 

VNLSHSERGALQDALRRLLGLFGETLRAAVTLRSRIGERVGLCLDDAGAGLA 

LSTALALEEMWSDVALPELDRTLSECAEMSSVAEISSHMCESFLMSPESVRECE 

QPIRRVFQSLSLAVDGLMEMALDSSSQLEEARQIHSRFEKEFSFKNEETAQVVR 

KHQELLECLKEESAAKAELALELHKTQGTLEGFKVETADLKEVLAGKEDSEH 

RLVLELESLRRQLQQAAQEQAALREECTRLWSRGEATATDAEAREAALRKEV 

EDLTKEQSETRKQAEKDRSALLSQMKILESELEEQLSQHRGCAKQAEAVTALE 

QQVASLDKHLRNQRQFMDEQAAEREHEREEFQQEIQRLEGQLRQAAKPQPW 

GPRDSQQAPLDGEVELLQQKLREKLDEFNELAIQKESADRQVLMQEEEIKRLE 

EMNINIRKKVAQLQEEVEKQKNIVKGLEQDKEVLKKQQMSSLLLASTLQSTL 

DAGRCPEPPSGSPPEGPEIQLEVTQRALLRRESEVLDLKEQLEKMKGDLESKN 

EEILHLNLKLDMQNSQTAVSLRELEEENTSLKVIYTRSSEIEELKATIENLQENQ 

KRLQKEKAEEIEQLHEVIEKLQHELSLMGPVVHEVSDSQAGSLQSELLCSQAG 

GPRGQALQGELEAALEAKEALSRLLADQERRHSQALEALQQRLQGAEEAAE 

LQLAELERNVALREAEVEDMASRIQEFEAALKAKEATIAERNLEIDALNQRKA 

AHSAELEAVLLALARIRRALEQQPLAAGAAPPELQWLRAQCARLSRQLQVLH 

QRFLRCQVELDRRQARRATAHTRVPGAHPQPRMDGGAKAQVTGDVEASHDA 

ALEPVVPDPQGDLQPVLVTLKDAPLCKQEGVMSVLTVCQRQLQSELLLVKNE 

MRLSLEDGGKGKEKVLEDCQLPKVDLVAQVKQLQEKLNRLLYSMTFQNVDA 

ADTKSLWPMASAHLLESSWSDDSCDGEEPDISPHIDTCDANTATGGVTDVIKN 

QAIDACDANTTPGGVTDVIKNWDSLIPDEMPDSPIQEKSECQDRSLSSPTSVLG 

GSRHQSHTAEAGPRKSPVGMLDLSSWSSPEVLRKDWTLEPWPSLPVTPHSGA 

LSLCSADTSLGDRADTSLPQTQGPGLLCSPGVSAAALALQWAESPPADDHHV 

QRTAVEKDVEDFITTSFDSQETLSSPPPGLEGKADRSEKSDGSGFGARLSPGSG 

GPEAQTAGPVTPASISGRFQPLPEAMKEKEVRPKHVKALLQMVRDESHQILAL 

SEGLAPPSGEPHPPRKEDEIQDISLHGGKTQEVPTACPDWRGDLLQVVQEAFE 

KEQEMQGVELQPRLSGSDLGGHSSLLERLEKIIREQGDLQEKSLEHLRLPDRSS 

LLSEIQALRAQLRMTHLQNQEKLQHLRTALTSAEARGSQQEHQLRRQVELLA 

YKVEQEKCIAGDLQKTLSEEQEKANSVQKLLAAEQTVVRDLKSDLCESRQKS 



EQLSRSLCEVQQEVLQLRSMLSSKENELKAALQELESEQGKGRALQSQLEEE 

QLRHLQRESQSAKALEELRASLETQRAQSSRLCVALKHEQTAKDNLQKELRIE 

HSRCEALLAQERSQLSELQKDLAAEKSRTLELSEALRHERLLTEQLSQRTQEA 

CVHQDTQAHHALLQKLKEEKSRVVDLQAMLEKVQQQALHSQQQLEAEAQK 

HCEALRREKEVSATLKSTVEALHTQKRELRCSLEREREKPAWLQAELEQSHPR 

LKEQEGRKAARRSAEARQSPAAAEQWRKWQRDKEKLRELELQRQRDLHKIK 

QLQQTVRDLESKDEVPGSRLHLGSARRAAGSDADHLREQQRELEAMRQRLL 

SAARLLTSFTSQAVDRTVNDWTSSNEKAVMSLLHTLEELKSDLSRPTSSQKKM 

AAELQFQFVDVLLKDNVSLTKALSTVTQEKLELSRAVSKLEKLLKHHLQKGC 

SPSRSERSAWKPDETAPQSSLRRPDPGRLPPAASEEAHTSNVKMEKLYLHYLR 

AESFRKALIYQKKYLLLLIGGFQDSEQETLSMIAHLGVFPSKAERKITSRPFTRF 

RTAVRVVIAILRLRFLVKKWQEVDRKGALAQGKAPRPGPRARQPQSPPRTRES 

PPTRDVPSGHTRDPARGRRLAAAASPHSGGRATPSPNSRLERSLTASQDPEHSL 

TEYIHHLEVIQQRLGGVLPDSTSKKSCHPMIKQ 

-COOH 

Figure 44- Full-length Amino Acid Sequence (PCNT2) (SEQ ID NO: 101) 



NH 2 -MADNEKLDNQRLKNFKNKGRDLETMRRQRNEVVVELRKNKRDEHLLK 

RRNVPHEDICEDSDIDGDYRVQNTSLEAIVQNASSDNQGIQLSAVQAARKLLS 

SDRNPPIDDLIKSGILPILVHCLERDDNPSLQFEAAWALTNIASGTSEQTQAVVQ 

SNAVPLFLRLLHSPHQNVCEQAVWALGNI1GDGPQCRDYVISLGVVKPLLSFIS 

PSIPITFLRNVTWVMVNLCRHKDPPPPMETIQEILPALCVLIHHTDVNILVDTV 

WALSYLTDAGNEQIQMVIDSGIVPHLVPLLSHQEVKVQTAALRAVGNIVTGTD 

EQTQVVLNCDALSHFPALLTHPKEKINKEAVWFLSNITAGNQQQVQAVIDANL 

VPMIIHLLDKGDFGTQKEAAWAISNLTISGRKDQVAYLIQQNVIPPFCNLLTVK 

DAQVVQVVLDGLSNILKMAEDEAETIGNLIEECGGLEKIEQLQNHENEDIYKL 

AYEIIDQFFSSDDIDEDPSLVPEAIQGGTFGFNSSANVPTEGFQF 

-COOH 

Figure 45- Full-length Amino Acid Sequence (KPNA4) (SEQ ID NO: 102) 



NH 2 -MAFLDNPTIILAHIRQSHVTSDDTGMCEMVLIDHDVDLEKIHPPSMPGDS 

GSEIQGSNGETQGYVYAQSVDITSSWDFGIRRRSNTAQRLERLRKERQNQIKC 

KNIQWKERNSKQSAQELKSLFEKKSLKEKPPISGKQSILSVRLEQCPLQLNNPF 

NEYSKFDGKGHVGTTATKKIDVYLPLHSSQDRLLPMTVVTMASARVQDLIGLI 

CWQYTSEGREPKLNDNVSAYCLHIAEDDGEVDTDFPPLDSNEPIHKFGFSTLA 

LVEKYSSPGLTSKESLFVRINAAHGFSLIQVDNTKVTMKEILLKAVKRRKGSQ 

KVSGSRADGVFEEDSQIDIATVQDMLSSHHYKSFKVSMIHRLRFTTDVQLGIS 

GDKVEIDPVTNQKASTKFWIKQKPISIDSDLLCACDLAEEKSPSHAIFKLTYLS 

NHDYKHLYFESDAATVNEIVLKVNYILESRASTARADYFAQKQRKLNRRTSFS 

FQKEKKSGQQ 

-COOH 

Figure 46- Full-length Amino Acid Sequence (MAPKAP1) (SEQ ID NO: 103) 



NH 2 -MIIYRDLISHDELFSDIYKIREIADGLCLEVEGKMVSRTEGAIDDSLIGGNA 

SAEGPEGEGTESTVVTGVDIVMNHHLQETSFTKEAYKKYIKDYMKSLKGKLE 

EQKPERVKPFMTGAAEQIKHILANFNNYQFFIGENMNPDGMVALLDYREDGV 

TPFMIFFKDGLEMEKC 

-COOH 

Figure 47- Full-length Amino Acid Sequence (mTPTl) (SEQ ID NO: 104) 



NH 2 -QSRSRFQLNLDKTIESCKAQLGINEISEDVYTAVEHSDSEDSEKSESSDRX 

YVSDEEQKPKNEPEDPEDKEGSRVDKEAPAIKRKPKPTNQVEVKEEAKSNSPV 

SEKPDPTPAKDKASPEPEKDFVEKAKPSPHPTKDKLKGKDETDSPTVHLGLDS 

DSESELVIDLGEDPSGREGRKNKKDPKVPSPKQDAIGKPPPSSTSAGNQSPPET 

PVLTRSATQAPAAGVTVAAATTSTMSTVTVTAPATAVTGSPVKKQPvPLLPKETV 

PAVQRVVWNASSKFQTSSQKWHMQKIQRQQQQQQQQQQSQQQSQQQQPQS 

SQGTRYQTRQAVKAVQQKEVTQSPSTSTITLVTSTQPAALVSSSGSASTLASAI 

NADLPIATASADVAADIAKYTSKMMDAIKGTMTEIYNDLSKNTTGSTIAEIRRL 

RIEIEKLQWLHQQELAEMKHNLELTMAEMRQSLEQERDRLIAEVKKQLELEK 

QQAVDETKKKQWCANCKKEAIFYCCWNTSYCDYPCQQAHWPEHMKSCTQS 

ATAPQQEADAEASTETGNKSSQGNSSNTQSAPSEPASAPKEKEAPAEKSKDSS 

NSTLDLSGSRETPSSMLLGSNQSSVSKRCDKQPAYTPTTTDHQPHPNYPAQKY 

HSRSSKAGLWSSSEEKRASSRSEHSGGTSTKNLMPKESRESRLDAFWD 

-COOH 



Figure 48- Partial Amino Acid Sequence (mAKO 14397(679)) (SEQ ID NO: 105) 



NH 2 -MEAPGEGPCSESQVIPVLEEDPVDYGCEMQLLQDGAQLQLQLQPEEFVA 

IADYTATDETQLSFLRGEKILILRQTTADWWWGERAGCCGYIPANHLGKQLEE 

YDPEDTWQDEEYFDSYGTLKLHLEMLADQPRTTKYHSVILQNKESLKDKVIL 

DVGCGTGIISLFCAHHARPKAVYAVEASDMAQHTSQLVLQNGFADTITVFQQK 

VEDVVLPEKVDVLVSEWMGTCLLFEFMIESILYARDTWLKGDGIIWPTTAALH 

LVPCSAEKDYHSKVLFWDNAYEFNLSALKSLAIKEFFSRPKSNHILKPEDCLSE 

PCTILQLDMRTVQVPDLETMRGELRFDIQKAGTLHGFTAWFSVYFQSLEEGQP 

QQVVSTGPLHPTTHWKQTLFMMDDPVPVHTGDVVHGFCCVTKKSGMEKAH 

VCLSELGCHVRTRSHVSTELETGSFRSGGDS 

-COOH 

Figure 49- Full-length Amino Acid Sequence (mHRMTlLl) (SEQ ID NO: 106) 



NH 2 -MATSGDCPRSESQGEEPAECSEAGLLQEGVQPEEFVAIADYAATDETQLS 
FLRGEKILILRQTTADWWWGERAGCCGYIPANHVGKHVDEYDPEDTWQDEE 
YFGSYGTLKLHLEMLADQPRTTKYHSVILQNKESLTDKVILDVGCGTGIISLFC 
AHYARPRAVYAVEASEMAQHTGQLVLQNGFADIITVYQQKVEDVVLPEKVDV 
5 LVSEWMGTCLLKQQSSEGDASKDTTGVLDCQQTI 
-COOH 

Figure 50- Full-length Amino Acid Sequence (HRMT1L 1(241)) (SEQ ID NO: 107) 



NH 2 -RRGRSRETNEEPPPPTVQVQGPGPQREEKQKTKMAKFVIRPATAADCSDI 
LRLIKELAKYEYMEEQVILTEKDLLEDGFGEHPFYHCLVAEVPKEHWTPEGHS 
IVGFAMYYFTYDPWIGKLLYLEDFFVMSDYRGFGIGSEILKNLSQVAMRCRCS 
SMHFLVAEWNEPSINFYKRRGASDLSSEEGWRLFKIDKEYLLKMATEE 
5 -COOH 

Figure 51- Partial Amino Acid Sequence (SAT(204)) (SEQ ID NO: 108) 



NH 2 -FCELSSPAEMANVLCNRARLVSYLPGFCSLVKRVVNPKAFSTAGSSGSDE 

SHVAAAPPDICSRTVWPDETMGPFGPQDQRFQLPGNIGFDCHLNGTASQKKSL 

VHKTLPDVLAEPLSSERHEFVMAQYVNEFQGNDAPVEQEINSAETYFESARV 

ECAIQTCPELLRKDFESLFPEVANGKLMILTVTQKTKNDMTVWSEEVEIEREV 

LLEKFINGAKEICYALRAEGYWADFIDPSSGLAFFGPYTNNTLFETDERYPvHLG 

FSVDDLGCCKVIRHSLWGTHVVVGSIFTNATPDSHIMKKLSGN 

-COOH 

Figure 52- Partial Amino Acid Sequence (BC023995(305)) (SEQ ID NO: 109) 



NH 2 -MTTQAPTFTQPLQSVVVLEGSTATFEAHISGFPVPEVSWFRDGQVISTSTL 

PGVQISFSDGRAKLTIPAVTKANSGRYSLKATNGSGQATSTAELLVKAETAPPN 

FVQRLQSMTVRQGSQVRLQVRVTGIPTPVVKFYRDGAEIQSSLDFQISQEGDL 

YSLLIAEAYPEDSGTYSVNATNSVGRATSTAELLVQGEEEVPAKKTKTIVSTAQI 

SESRQTRIEKKIEAHFDARSIATVEMVIDGAAGQQLPHKTPPRIPPKPKSRSPTP 

PSIAAKAQLARQQSPSPIRHSPSPVRHVRAPTPSPVRSVSPAARISTSPIRSVRSP 

LLMRKTQASTVATGPEVPPPWKQEGYVASSSEAEMRETTLTTSTQIRTEERWE 

GRYGVQEQVTISGAAGAAASVSASASYAAEAVATGAKEVKQDADKSAAVATV 

VAAVDMARVREPVISAVEQTAQRTTTTAVHIQPAQEQVRKEAEKTAVTKVVVA 

ADKAKEQELKSRTKEVITTKQEQMHVTHEQIRKETEKTFVPKVVISAAKAKE 

QETRISEEITKKQKQVTQEAIMKETRKTVVPKVIVATPKVKEQDLVSRGREGIT 

TKREQVQITQEKMRKEAEKTALSTIAVATAKAKEQETILRTRETMATRQEQIQV 

THGKVDVGKKAEAVATVVAAVDQARVREPREPGHLEESYAQQTTLEYGYKER 

ISAAKVAEPPQRPASEPHVVPKAVKPRVIQAPSETHIKTTDQKGMHISSQIKKTT 

DLTTERLVHVDKRPRTASPHFTVSKISVPKTEHGYEASIAGSAIATLQKELSATS 

SAQKITKSVKAPTVKPSETRVRAEPTPLPQFPFADTPDTYKSEAGVEVKKEVG 

VSITGTTVREERFEVLHGREAKVTETARVPAPVEIPVTPPTLVSGLKNVTVIEGE 

SVTLECHISGYPSPTVTWYREDYQIESSIDFQITFQSGIARLMIREAFAEDSGRF 

TCSAVNEAGTVSTSCYLAVQVSEEFEKETTAVTEKFTTEEKRFVESRDVVMTD 

TSLTEEQAGPGEPAAPYFITKPVVQKLVEGGSVVFGCQVGGNPKPHVYWKKS 

GVPLTTGYRYKVSYNKQTGECKLVISMTFADDAGEYTIVVRNKHGETSASAS 

LLEEADYELLMKSQQEMLYQTQVTAFVQEPKVGETAPGFVYSEYEKEYEKEQ 

ALIRKKMAKDTVVVRTYVEDQEFHISSFEERLIKEIEYRIIKTTLEELLEEDGEE 

KMAVDISESEAVESGFDLRIKNYRILEGMGVTFHCKMSGYPLPKIAWYKDGK 

RIKHGERYQMDFLQDGRASLRIPVVLPEDEGIYTAFASNIKGNAICSGKLYVEP 

AAPLGAPTYIPTLEPVSRIRSLSPRSVSRSPIRMSPARMSPARMSPARMSPARMS 

PGRRLEETDESQLERLYKPVFVLKPVSFKCLEGQTARFDLKVVGRPMPETFWF 

HDGQQIVNDYTHKVVIKEDGTQSLIIVPATPSDSGEWTVVAQNRAGRSSISVIL 

TVEAVEHQVKPMFVEKLKNVNIKEGSRLEMKVRATGNPNPDIVWLKNSDIIV 

PHKYPKIRIEGTKGEAALKIDSTVSQDSAWYTATAINKAGRDTTRCKVNVEVE 

FAEPEPERKLIIPRGTYRAKEIAAPELEPLHLRYGQEQWEEGDLYDKEKQQKPF 

FKKKLTSLRLKRFGPAHFECRLTPIGDPTMVVEWLHDGKPLEAANRLRMINEF 

GYCSLDYGVAYSRDSGIITCRATNKYGTDHTSATLIVKDEKSLVEESQLPEGRK 

GLQRIEELERMAHEGALTGVTTDQKEKQKPDIVLYPEPVRVLEGETARFRCRV 

TGYPQPKVNWYLNGQLIRKSKRFRVRYDGIHYLDIVDCKSYDTGEVKVTAEN 

PEGVIEHKVKLEIQQREDFRSVLRRAPEPRPEFHVHEPGKLQFEVQKVDRPVD 

TTETKEVVKLKRAERITHEKVPEESEELRSKFKRRTEEGYYEAITAVELKSRKK 

DESYEELLRKTKDELLHWTKELTEEEKKALAEEGKITIPTFKPDKIELSPSMEA 

PKIFERIQSQTVGQGSDAHFRVRVVGKPDPECEWYKNGVKIERSDRIYWYWP 

EDNVCELVIRDVTAEDSASIMVKAINIAGETSSHAFLLVQAKQLITFTQELQDV 

VAKEKDTMATFECETSEPFVKVKWYKDGMEVHEGDKYRMHSDRKVHFLSIL 

TIDTSDAEDYSCVLVEDENVKTTAKLIVEGAVVEFVKELQDIEVPESYSGELEC 

IVSPENIEGKWYHNDVELKSNGKYTITSRRGRQNLTVKDVTKEDQGEYSFVID 

GKKTTCKLKMKPRPIAILQGLSDQKVCEGDIVQLEVKVSLESVEGVWMKDG 

QEVQPSDRVHIVIDKQSHMLLIEDMTKEDAGNYSFTIPALGLSTSGRVSVYSV 

DVITPLKDVNVIEGTKAVLECKVSVPDVTSVKWYLNDEQIKPDDRVQAIVKG 

TKQRLVINRTHASDEGPYKLIVGRVETNCNLSVEKIKIIRGLRDLTCTETQNVV 

FEVELSHSGIDVLWNFKDKEIKPSSKYKIEAHGKIYKLTVLNMMKDDEGKYTF 

YAGENITSGKLTVAGGAISKPLTDQTVAESQEAVFECEVANPDSKGEWLRDGK 

HLPLTNNIRSESDGHKRRLIIAATKLDDIGEYTYKVATSKTSAKLKVEAVKIKK 



TLKNLTVTETQDAVFTVELTHPNVKGVQWIKNGVVLESNEKYAISVKGTIYSL 

RIKNCAIVDESVYGFRLGRLGASARLHVETVKIIKKPKDVTALENATVAFEVS 

VSHDTVPVKWFHKSVEIKPSDKHRLVSERXVHKLMLQNISPSDAGEYTAVVG 

QLECKAKLFVETLHITKTMKNIEVPETKTASFECEVSHFNVPSMWLKNGVEIE 

MSEKFKIVVQGKLHQLIIMNTSTEDSAEYTFVCGNDQVSATLTVTPIMITSMLK 

DINAEEKDTITFEVTVNYEGISYKWLKNGVEIKSTDKCQMRTKKLTHSLNIRN 

VHFGDAADYTFVAGKATSTATLYVEARHIEFRKHIKDIKVLEKKRAMFECEVS 

EPDITVQWMKDDQELQITDRIKIQKEKYVHRLLIPSTRMSDAGKYTVVAGGN 

VSTAKLFVEGRDVRIRSIKKEVQVIEKQRAVVEFEVNEDDVDAHWYKDGIEIN 

FQVQERHKYVVERRIHRMFISETRQSDAGEYTFVAGRNRSSVTLYVNAPEPPQ 

VLQELQPVTVQSGKPARFCAVISGRPQPKISWYKEEQLLSTGFKCKFLHDGQE 

YTLLLIEAFPEDAAVYTCEAKNDYGVATTSASLSVEVPEVVSPDQEMPVYPPAI 

ITPLQDTVTSEGQPARFQCRVSGTDLKVSWYSKDKKIKPSRFFRMTQFEDTYQ 

LEIAEAYPEDEGTYTFVASNAVGQVSSTANLSLEVQALDRQSSGKDVRESTKS 

QAVADSSFTKEESKISQKEIKSFQGSSYEYEVQVFESVSQSSIHTAASVQDTQLC 

HTASLSQIAESTELSKECAKESTGEAPKIFLHLQDVTVKCGDTAQFLCVLKDDS 

FIDVTWTHEGAKIEESERLKQSQNGNIQFLTICNVQLVDQGLYSCIVHNDCGER 

TTSAVLSVEGAPESILHERIEQEIEMEMKEFSSSFLSAEEEGLHSAELQLSKINET 

LELLSESPVYSTKFDSEKEGTGPIFIKEVSNADISMGDVATLSVTVIGIPKPKIQ 

WFFNGVLLTPSADYKFVFDGDDHSLIILFTKLEDEGEYTCMASNDYGKTICSA 

YLKINSKGEGHKDTETESAVAKSLEKLGGPCPPHFLKELKPIRCAQGLPAIFEY 

TVVGEPAPTVTWFKENKQLCTSVYYTIIHNPNGSGTFIVNDPQREDSGLYICKA 

ENMLGESTCAAELLVLLEDTDMTDTPCKAKSTPEAPEDFPQTPLKGPAVEALD 

SEQEIATFVKDTILKAALITEENQQLSYEHIAKANELSSQLPLGAQELQSILEQD 

KLTPESTREFLCENGSIHFQPLKEPSPNLQLQIVQSQKTFSKEGILMPEEPETQAV 

LSDTEKIFPSAMSIEQINSLTVEPLKTLLAEPEGNYPQSSIEPPMHSYLTSVAEEV 

LSPKEKTVSDTNREQRVTLQKQEAQSALILSQSLAEGHVESLQSPDVMISQVN 

YEPLVPSEHSCTEGGKILIESANPLENAGQDSAVRIEEGKSLRFPLALEEKQVLL 

KEEHSDNVVMPPDQIIESKREPVAIKKVQEVQGRDLLSKESLLSGIPEEQRLNL 

KIQICRALQAAVASEQPGLFSEWLRNIEKVEVEAVNITQEPRHIMCMYLVTSAK 

SVTEEVTIIIEDVDPQMANLKMELRDALCAIIYEEIDILTAEGPRIQQGAKTSLQ 

EEMDSFSGSQKVEPITEPEVESKYLISTEEVSYFNVQSRVKYLDATPVTKGVAS 

AVVSDEKQDESLKPSEEKEESSSESGTEEVATVKIQEAEGGLIKEDGPMIHTPLV 

DTVSEEGDIVHLTTSITNAKEVNWYFENKLVPSDEKFKCLQDQNTYTLVIDKV 

NTEDHQGEYVCEALNDSGKTATSAKLTVVKRAAPVIKRKIEPLEVALGHLAKF 

TCEIQSAPNVRFQWFKAGREIYESDKCSIRSSKYISSLEILRTQVVDCGEYTCK 

ASNEYGSVSCTATLTVTVPGGEKKVRKLLPERKPEPKEEVVLKSVLRKRPEEE 

EPKVEPKKLEKVKKPAVPEPPPPKPVEEVEVPTVTKRERKIPEPTKVPEIKPAIP 

LPAPEPKPKPEAEVKTIKPPPVEPEPTPIAAPVTVPVVGKKAEAKAPKEEAAKP 

KGPIKGVPKKTPSPIEAERRKLRPGSGGEKPPDEAPFTYQLKAVPLKFVKEIKDI 

ILTESEFVGSSAIFECLVSPSTAITTWMKDGSNIRESPKHRFIADGKDRKLHIIDV 

QLSDAGEYTCVLRLGNKEKTSTAKLVVEELPVRFVKTLEEEVTVVKGQPLYLS 

CELNKERDVVWRKDGKIVVEKPGRIVPGVIGLMRALTINDADDTDAGTYTVT 

VENANNLECSSCVKVVEVIRDWLVKPIRDQHVKPKGTAIFACDIAKDTPNIKW 

FKGYDEIPAEPNDKTEILRDGNHLYLKIKNAMPEDIAEYAVEIEGKRYPAKLTL 

GEREVELLKPIEDVTIYEKESASFDAEISEADIPGQWKLKGELLRPSPTCEIKAE 

GGKRFLTLHKVKLDQAGEVLYQALNAITTAILTVKEIELDFAVPLKDVTVPERR 

QARFECVLTREANVIWSKGPDIIKSSDKFDIIADGKKHILVINDSQFDDEGVYT 

AEVEGKKTSARLFVTGIRLKFMSPLEDQTVKEGETATFVCELSHEKMHVVWF 

KNDAKLHTSRTVLISSEGKTHKLEMKEVTLDDISQIKAQVKELSSTAQLKVLE 



ADPYFTVKLHDKTAVEKDEITLKCEVSKDVPVKWFKDGEEIVPSPKYSIKADG 

LRRILKIKKADLKDKGEYVCDCGTDKTKANVTVEARLIKVEKPLYGVEVFVG 

ETAHFEIELSEPDVHGQWKLKGQPLTASPDCEIIEDGKKHILILHNCQLGMTGE 

VSFQAANAKSAANLKVKELPLIFITPLSDVKVFEKDEAKFECEVSREPKTFRW 

LKGTQEITGDDRFELIKDGTKHSMVIKSAAFEDEAKYMFEAEDKHTSGKLIIE 

GIRLKFLTPLKDVTAKEKESAVFTVELSHDNIRVKWFKNDQRLHTTRSVSMQD 

EGKTHSITFKDLSIDDTSQIRVEAMGMSSEAKLTVLEGDPYFTGKLQDYTGVE 

KDEVILQCEISKADAPVKWFKDGKEIKPSKNAVIKADGKKRMLILKKALKSDI 

GQYTCDCGTDKTSGKLDIEDREIKLVRPLHSVEVMETETARFETEISEDDIHAN 

WKLKGEALLQTPDCEIKEEGKIHSLVLHNCRLDQTGGVDFQAANVKSSAHLR 

VKPRVIGLLRPLKDVTVTAGETATFDCELSYEDIPVEWYLKGKKLEPSDKVVP 

RSEGKVHTLTLRDVKLEDAGEVQLTAKDFKTHANLFVKEPPVEFTKPLEDQT 

VEEGATAVLECEVSRENAKVKWFKNGTEILKSKKYEIVADGRVRKLVIHDCTP 

EDIKTYTCDAKDFKTSCNLNVVPPHVEFLRPLTDLQVREKEMARFECELSREN 

AKVKWFKDGAEIKKGKKYDIISKGAVRILVINKCLLDDEAEYSCEVRTARTSG 

MLTVLEEEAVFTKNLANIEVSETDTIKLVCEVSKPGAEVIWYKGDEEIIETGRY 

EILTEGRKRILVIQNAHLEDAGNYNCRLPSSRTDGKVKVHELAAEFISKPQNLE 

ILEGEKAEFVCSISKESFPVQWKRDDKTLESGDKYDVIADGKKRVLVVKDATL 

QDMGTYVVMVGAARAAAHLTVIEKLRIVVPLKDTRVKEQQEVVFNCEVNTE 

GAKAKWFRNEEAIFDSSKY1ILQKDLVYTLRIRDAHLDDQANYNVSLTNHRGE 

NVKSAANLIVEEEDLRIVEPLKDIETMEKKSVTFWCKVNRLNVTLKWTKNGE 

EVPFDNRVSYRVDKYKHMLTIKDCGFPDEGEYIVTAGQDKSVAELLIIEAPTEF 

VEHLEDQTVTEFDDAVFSCQLSREKANVKWYRNGREIKEGKKYKFEKDGSIH 

RLIIKDCRLDDECEYACGVEDRKSRARLFVEEIPVEIIRPPQDILEAPGADVVFL 

AELNKDKVEVQWLRNNMVVVQGDKHQMMSEGKIHRLQICDIKPRDQGEYR 

FIAKDKEARAKLELAAAPKIKTADQDLVVDVGKPLTMVVPYDAYPKAEAEW 

FKENEPLSTKTIDTTAEQTSFRILEAKKGDKGRYKIVLQNKHGKAEGFINLKVI 

DVPGPVRNLEVTETFDGEVSLAWEEPLTDGGSKIIGYVVERRDIKRKTWVLAT 

DRAESCEFTVTGLQKGGVEYLFRVSARNRVGTGEPVETDNPVEARSKYDVPG 

PPLNVTITDVNRFGVSLTWEPPEYDGGAEITNYVIELRDKTSIRWDTAMTVRA 

EDLSATVTDVVEGQEYSFRVRAQNRIGVGKPSAATPFVKVADPIERPSPPVNLT 

SSDQTQSSVQLKWEPPLKDGGSPILGYIIERCEEGKDNWIRCNMKLVPELTYK 

VTGLEKGNKYLYRVSAENKAGVSDPSEILGPLTADDAFVEPTMDLSAFKDGLE 

VIVPNPITILVPSTGYPRPTATWCFGDKVLETGDRVKMKTLSAYAELVISPSERS 

DKGIYTLKLENRVKTISGEIDVNVIARPSAPKELKFGDITKDSVHLTWEPPDDD 

GGSPLTGYVVEKREVSRKTWTKVMDFVTDLEFTVPDLVQGKEYLFKVCARN 

KCGPGEPAYVDEPVNMSTPATVPDPPENVKWRDRTANSIFLTWDPPKNDGGSR 

IKGYIVERCPRGSDKWVACGEPVAETKMEVTGLEEGKWYAYRVKALNRQGA 

SKPSRPTEEIQAVDTQEAPEIFLDVKLLAGLTVKAGTKIELPATVTGKPEPKITW 

TKADMILKQDKRITIENVPKKSTVTIVDSKRSDTGTYIIEAVNVCGRATAVVEV 

NVLDKPGPPAAFDITDVTNESCLLTWNPPRDDGGSKITNYVVERRATDSEVW 

HKLSSTVKDTNFKATKLIPNKEYIFRVAAENMYGVGEPVQASPITAKYQFDPP 

GPPTRLEPSDITKDAVTLTWCEPDDDGGSPITGYWVERLDPDTDKWVRCNKM 

PVKDTTYRVKGLTNKKKYRFRVLAENLAGPGKPSKSTEPILIKDPIDPPWPPGK 

PTVKDVGKTSVRLNWTKPEHDGGAKIESYVIEMLKTGTDEWVRVAEGVPTT 

QHLLPGLMEGQEYSFRVRAVNKAGESEPSEPSDPVLCREKLYPPSPPRWLEVIN 

ITKNTADLKWTVPEKDGGSPITNYIVEKRDVRRKGWQTVDTTVKDTKCTVTP 

LTEGSLYVFRVAAENAIGQSDYTEIEDSVLAKDTFTTPGPPYALAVVDVTKRHV 

DLKWEPPKNDGGRPIQRYVIEKKERLGTRWVKAGKTAGPDCNFRVTDVIEGT 

EVQFQVRAENEAGVGHPSEPTEILSIEDPTSPPSPPLDLHVTDAGRKHIAIAWK 



PPEKNGGSPIIGYHVEMCPVGTEKWMRVNSRPIKDLKFKVEEGVVPDKEYVL 

RVRAVNAIGVSEPSEISENVVAKDPDCKPTIDLETHDIIVIEGEKLSIPVPFRAVP 

VPTVSWHKDGKEVKASDRLTMKNDHISAHLEVPKSVRADAGIYTITLENKLG 

SATASINVKVIGLPGPCKDIKASDITKSSCKLTWEPPEFDGGTPILHYVLERREA 

GRRTYIPVMSGENKLSWTVKDLIPNGEYFFRVKAVNKVGGGEYIELKNPVIAQ 

DPKQPPDPPVDVEVHNPTAEAMTITWKPPLYDGGSKIMGYIIEKIAKGEERWK 

RCNEHLVPILTYTAKGLEEGKEYQFRVRAENAAGISEPSRATPPTKAVDPIDAP 

KVILRTSLEVKRGDEIALDASISGSPYPTITWIKDENVIVPEEIKKRAAPLVRRR 

KGEVQEEEPFVLPLTQRLSIDNSKKGESQLRVRDSLRPDHGLYMIKVENDHGI 

AKAPCTVSVLDTPGPPINFVFEDIRKTSVLCKWEPPLDDGGSEIINYTLEKKDK 

TKPDSEWIVVTSTLRHCKYSVTKLIEGKEYLFRVRAENRFGPGPPCVSKPLVA 

KDPFGPPDAPDKPIVEDVTSNSMLVKWNEPKDNGSPILGYWLEKREVNSTHW 

SRVNKSLLNALKANVDGLLEGLTYVFRVCAENAAGPGKFSPPSDPKTAHDPIS 

PPGPPIPRVTDTSSTTIELEWEPPAFNGGGEIVGYFVDKQLVGTNEWSRCTEKM 

IKVRQYTVKEIREGADYKLRVSAVNAAGEGPPGETQPVTVAEPQEPPAVELDV 

SVKGGIQIMAGKTLRIPAVVTGRPVPTKVWTKEEGELDKDRVVIDNVGTKSEL 

IIKDALRKDHGRYVITATNSCGSKFAAARVEVFDVPGPVLDLKPVVTNRKMCL 

LNWSDPEDDGGSEITGFIIERKDAKMHTWRQPIETERSKCDITGLLEGQEYKFR 

VIAKNKFGCGPPVEIGPILAVDPLGPPTSPERLTYTERTKSTITLDWKEPRSNGG 

SPIQGYIIEKRRHDKPDFERVNKRLCPTTSFLVENLDEHQMYEFRVKAVNEIGE 

SEPSLPLNVVIQDDEVPPTIKLRLSVRGDTIKVKAGEPVHIPADVTGLPMPKIE 

WSKNETVIEKPTDALQITKEEVSRSEAKTELSIPKAVREDKGTYTVTASNRLGS 

VFRNVHVEVYDRPSPPRNLAVTDIKAESCYLTWDAPLDNGGSEITHYVIDKRD 

ASRKKAEWEEVTNTAVEKRYGIWKLIPNGQYEFRVRAVNKYGISDECKSDKV 

VIQDPYRLPGPPGKPKVLARTKGSMLVSWTPPLDNGGSPITGYWLEKREEGSP 

YWSRVSRAPITKVGLKGVEFNVPRLLEGVKYQFRAMAINAAGIGPPSEPSDPE 

VAGDPIFPPGPPSCPEVKDKTKSSISLGWKPPAKDGGSPIKGYIVEMQEEGTTD 

WKRVNEPDKLITTCECVVPNLKELRKYRFRVKAVNEAGESEPSDTTGEIPATDI 

QEEPEVFIDIGAQDCLVCKAGSQIRIPAVIKGRPTPKSSWEFDGKAKKAMKDG 

VHDIPEDAQLETAENSSVIIIPECKRSHTGKYSITAKNKAGQKTANCRVKVMD 

VPGPPKDLKVSDITRGSCRLSWKMPDDDGGDRIKGYVIEKRTIDGKAWTKVN 

PDCGSTTFVVPDLLSEQQYFFRVRAENRFGIGPPVETIQRTTARDPIYPPDPPIKL 

KIGLITKNTVHLSWKPPKNDGGSPVTHYIVECLAWDPTGTKKEAWRQCNKRD 

VEELQFTVEDLVEGGEYEFRVKAVNAAGVSKPSATVGPCDCQRPDMPPSIDLK 

EFMEVEEGTNVNIVAKIKGVPFPTLTWFKAPPKKPDNKEPVLYDTHVNKLVV 

DDTCTLVIPQSRRSDTGLYTITAVNNLGTASKEMRLNVLGRPGPPVGPIKFESV 

SADQMTLSWFPPKDDGGSKITNYVIEKREANRKTWVHVSSEPKECTYTIPKLL 

EGHEYVFRIMAQNKYGIGEPLDSEPETARNLFSVPGAPDKPTVSSVTRNSMTV 

NWEEPEYDGGSPVTGYWLEMKDTTSKRWKRVNRDPIKAMTLGVSYKVTGLI 

EGSDYQFRVYAINAAGVGPASLPSDPATARDPIAPPGPPFPKVTDWTKSSADLE 

WSPPLKDGGSKVTGYIVEYKEEGKEEWEKGKDKEVRGTKLVVTGLKEGAFY 

KFRVSAVNIAGIGEPGEVTDVIEMKDRLVSPDLQLDASVRDRIVVHAGGVIRII 

AYVSGKPPPTVTWNMNERTLPQEATIETTAISSSMVIKNCQRSHQGVYSLLAK 

NEAGERKKTIIVDVLDVPGPVGTPFLAHNLTNESCKLTWFSPEDDGGSPITNY 

VIEKRESDRRAWTPVTYTVTRQNATVQGLIQGKAYFFRIAAENSIGMGPFVET 

SEALVIREPITVPERPEDLEVKEVTKNTVTLTWNPPKYDGGSEIINYVLESRLIG 

TEKFHKVTNDNLLSRKYTVKGLKEGDTYEYRVSAVNIVGQGKPSFCTKPITCK 

DELAPPTLHLDFRDKLTIRVGEAFALTGRYSGKPKPKVSWFKDEADVLEDDRT 

HIKTTPATLALEKIKAKRSDSGKYCVVVENSTGSRKGFCQVNVVDRPGPPVGP 

VSFDEVTKDYMVISWKPPLDDGGSKITNYIIEKKEVGKDVWMPVTSASAKTT 



CKVSKLLEGKDYIFRIHAENLYGISDPLVSDSMKAKDRFRVPDAPDQPIVTEVT 

KDSALVTWNKPHDGGKPITNYILEKRETMSKRWARVTKDPIHPYTKFRVPDLL 

EGCQYEFRVSAENEIGIGDPSPPSKPVFAKDPIAKPSPPVNPEAIDTTCNSVDLT 

WQPPRHDGGSKILGYIVEYQKVGDEEWRRANHTPESCPETKYKVTGLRDGQ 

TYKFRVLAVNAAGESDPAHVPEPVLVKDRLEPPELILDANMAREQHIKVGDTL 

RLSAIIKGVPFPKVTWKKEDRDAPTKARIDVTPVGSKLEIRNAAHEDGGIYSLT 

VENPAGSKTVSVKVLVLDKPGPPRDLEVSEIRKDSCYLTWKEPLDDGGSVITN 

YVVERRDVASAQWSPLSATSKKKSHFAKHLNEGNQYLFRVAAENQYGRGPFV 

ETPKPIKALDPLHPPGPPKDLHHVDVDKTEVSLVWNKPDRDGGSPITGYLVEY 

QEEGTQDWIKFKTVTNLECVVTGLQQGKTYRFRVKAENIVGLGLPDTTIPIEC 

QEKLVPPSVELDVKLIEGLVVKAGTTVRFPAIIRGVPVPTAKWTTDGSEIKTDE 

HYTVETDNFSSVLTIKNCLRRDTGEYQITVSNAAGSKTVAVHLTVLDVPGPPT 

GPINILDVTPEHMTISWQPPKDDGGSPVINYIVEKQDTRKDTWGVVSSGSSKT 

KLKIPHLQKGCEYVFRVRAENKIGVGPPLDSTPTVAKHKFSPPSPPGKPVVTDI 

TENAATVSWTLPKSDGGSPITGYYMERREVTGKWVRVNKTPIADLKFRVTGL 

YEGNTYEFRVFAENLAGLSKPSPSSDPIKACRPIKPPGPPINPKLKDKSRETADL 

VWTKPLSDGGSPILGYVVECQKPGTAQWNRINKDELIRQCAFRVPGLIEGNEY 

RFRIKAANIVGEGEPRELAESVIAKDILHPPEVELDVTCRDVITVRVGQTIRILA 

RVKGRPEPDITWTKEGKVLVREKRVDLIQDLPRVELQIKEAVRADHGKYIISAK 

N S SGHAQGS AI VN VLDRPGPCQNLK VTN VTKENCTI S WENPLDNGGSEITNFI 

VEYRKPNQKGWSIVASDVTKRLIKANLLANNEYYFRVCAENKVGVGPTIETK 

TPILAINPIDRPGEPENLHIADKGKTFVYLKWRRPDYDGGSPNLSYHVERRLK 

GSDDWERVHKGSIKETHYMVDRCVENQIYEFRVQTKNEGGESDWVKTEEVV 

VKEDLQKPVLDLKLSGVLTVKAGDTIRLEAGVRGKPFPEVAWTKDKDATDLT 

RSPRVKIDTRADSSKFSLTKAKRSDGGKYVVTATNTAGSFVAYATVNVLDKPG 

PVRNLKIVDVSSDRCTVCWDPPEDDGGCEIQNYILEKCETKRMVWSTYSATV 

LTPGTTVTRLIEGNEYIFRVRAENKIGTGPPTESKPVIAKTKYDKPGRPDPPEVT 

KVSKEEMTVVWNPPEYDGGKSITGYFLEKKEKHSTRWVPVNKSAIPERRMK 

VQNLLPDHEYQFRVKAENEIGIGEPSLPSRPVVAKDPIEPPGPPTNFRVVDTTK 

HSITLGWGKPVYDGGAPIIGYVVEMRPKIADASPDEGWKRCNAAAQLVRKEF 

TVTSLDENQEYEFRVCAQNQVGIGRPAELKEAIKPKEILEPPEIDLDASMRKLV 

IVRAGCPIRLFAIVRGRPAPKVTWRKVGIDNVVRKGQVDLVDTMAFLVIPNST 

RDDSGKYSLTLVNPAGEKAVFVNVRVLDTPGPVSDLKVSDVTKTSCHVSWAP 

PENDGGSQVTHYIVEKREADRKTWSTVTPEVKKTSFHVTNLVPGNEYYFRVT 

AVNEYGPGVPTDVPKPVLASDPLSEPDPPRKLEVTEMTKNSATLAWLPPLRDG 

GAKIDGYITSYREEEQPADRWTEYSVVKDLSLVVTGLKEGKKYKFRVAARNA 

VGVSLPREAEGVYEAKEQLLPPKILMPEQITIKAGKKLRIEAHVYGKPHPTCK 

WKKGEDEVVTSSHLAVHKADSSSILIIKDVTRKDSGYYSLTAENSSGTDTQKIK 

VVVMDAPGPPQPPFDISDIDADACSLSWHIPLEDGGSNITNYIVEKCDVSRGD 

WVTALASVTKTSCRVGKLIPGQEYIFRVRAENRFGISEPLTSPKMVAQFPFGVP 

SEPKNARVTKVNKDCIFVAWDRPDSDGGSPIIGYLIERKERNSLLWVKANDTL 

VRSTEYPCAGLVEGLEYSFRIYALNKAGSSPPSKPTEYVTARMPVDPPGKPEVI 

DVTKSTVSLIWARPKHDGGSKIIGYFVEACKLPGDKWVRCNTAPHQIPQEEYT 

ATGLEEKAQYQFRAIARTAVNISPPSEPSDPVTILAENVPPRIDLSVAMKSLLTV 

KAGTNVCLDATVFGKPMPTVSWKKDGTLLKPAEGIKMAMQRNLCTLELFSV 

NRKDSGDYTITAENSSGSKSATIKLKVLDKPGPPASVKINKMYSDRAMLSWEP 

PLEDGGSEITNYIVDKRETSRPNWAQVSATVPITSCSVEKLIEGHEYQFRICAEN 

KYGVGDPVFTEPAIAKNPYDPPGRCDPPVISNITKDHMTVSWKPPADDGGSPI 

TGYLLEKRETQAVNWTKVNRKPIIERTLKATGLQEGTEYEFRVTAINKAGPGK 

PSDASKAAYARDPQYPPAPPAFPKVYDTTRSSVSLSWGKPAYDGGSPIIGYLVE 



VKRADSDNWVRCNLPQNLQKTRFEVTGLMEDTQYQFRVYAVNKIGYSDPSD 

VPDKHYPKDILIPPEGELDADLRKTLILRAGVTMRLYVPVKGRPPPKITWSKP 

NVNLRDRIGLDIKSTDFDTFLRCENVNKYDAGKYILTLENSCGKKEYTIVVKV 

LDTPGPPVNVTVKEISKDSAYVTWEPPIIDGGSPIINYVVQKRDAERKSWSTVT 

TECSKTSFRVANLEEGKSYFFRVFAENEYGIGDPGETRDAVKASQTPGPVVDL 

KVRSVSKSSCSIGWKKPHSDGGSRIIGYVVDFLTEENKWQRVMKSLSLQYSA 

KDLTEGKEYTFRVSAENENGEGTPSEITVVARDDVVAPDLDLKGLPDLCYLAK 

ENSNFRLKIPIKGKPAPSVSWKKGEDPLATDTRVSVESSAVNTTLIVYDCQKSD 

AGKYTITLKNVAGTKEGTISIKVVGKPGIPTGPIKFDEVTAEAMTLKWAPPKD 

DGGSEITNYILEKRDSVNNKWVTCASAVQKTTFRVTRLHEGMEYTFRVSAEN 

KYGVGEGLKSEPIVARHPFDVPDAPPPPNIVDVRHDSVSLTWTDPKKTGGSPIT 

GYHLEFKERNSLLWKRANKTPIRMRDFKVTGLTEGLEYEFRVMAINLAGVGK 

PSLPSEPVVALDPIDPPGKPEVINITRNSVTLIWTEPKYDGGHKLTGYIVEKRDL 

PSKSWMKANHVNVPECAFTVTDLVEGGKYEFRIRAKNTAGAISAPSESTETIIC 

KDEYEAPTIVLDPTIKDGLTIKAGDTIVLNAISILGKPLPKSSWSKAGKDIRPSDI 

TQITSTPTSSMLTIKYATRKDAGEYTITATNPFGTKVEHVKVTVLDVPGPPGPV 

EISNVSAEKATLTWTPPLEDGGSPIKSYILEKRETSRLLWTVVSEDIQSCRHVAT 

KLIQGNEYIFRVSAVNHYGKGEPVQSEPVKMVDRFGPPGPPEKPEVSNVTKNT 

ATVSWKRPVDDGGSEITGYHVERREKKSLRWVRAIKTPVSDLRCKVTGLQEG 

STYEFRVSAENRAGIGPPSEASDSVLMKDAAYPPGPPSNPHVTDTTKKSASLA 

WGKPHYDGGLEITGYVVEHQKVGDEAWIKDTTGTALRITQFVVPDLQTKEK 

YNFRISAINDAGVGEPAVIPDVEIVEREMAPDFELDAELRRTLVVRAGLSIRIFV 

PIKGRPAPEVTWTKDNINLKNRANIENTESFTLLIIPECNRYDTGKFVMTIENPA 

GKKSGFVNVRVLDTPGPVLNLRPTDITKDSVTLHWDLPLIDGGSRITNYIVEK 

REATRKSYSTATTKCHKCTYKVTGLSEGCEYFFRVMAENEYGIGEPTETTEPV 

KASEAPSPPDSLNIMDITKSTVSLAWPKPKHDGGSKITGYVIEAQRKGSDQWT 

HITTVKGLECVVRNLTEGEEYTFQVMAVNSAGRSAPRESRPVIVKEQTMLPEL 

DLRGIYQKLVIAKAGDNIKVEIPVLGRPKPTVTWKKGDQILKQTQRVNFETTA 

TSTILNINECVRSDSGPYPLTARNIVGEVGDVITIQVHDIPGPPTGPIKFDEVSSD 

FVTFSWDPPENDGGVPISNYVVEMRQTDSTTWVELATTVIRTTYKATRLTTGL 

EYQFRVKAQNRYGVGPGITSACIVANYPFKVPGPPGTPQVTAVTKDSMTISWH 

EPLSDGGSPILGYHVERKERNGILWQTVSKALVPGNIFKSSGLTDGIAYEFRVIA 

ENMAGKSKPSKPSEPMLALDPIDPPGKPVPLNITRHTVTLKWAKPEYTGGFKI 

TSYIVEKRDLPNGRWLKANFSNILENEFTVSGLTEDAAYEFRVIAKNAAGAISP 

PSEPSDAITCRDDVEAPKIKVDVKFKDTVILKAGEAFRLEADVSGRPPPTMEW 

SKDGKELEGTAKLEIKIADFSTNLVNKDSTRRDSGAYTLTATNPGGFAKHIFNV 

KVLDRPGPPEGPLAVTEVTSEKCVLSWFPPLDDGGAKIDHYIVQKRETSRLAW 

TNVASEVQVTKLKVTKLLKGNEYIFRVMAVNKYGVGEPLESEPVLAVNPYGP 

PDPPKNPEVTTITKDSMVVCWGHPDSDGGSEIINYIVERRDKAGQRWIKCNKK 

TLTDLRYKVSGLTEGHEYEFRIMAENAAGISAPSPTSPFYKACDTVFKPGPPGN 

PRVLDTSRSSISIAWNKPIYDGGSEITGYMVEIALPEEDEWQIVTPPAGLKATSY 

TITGLTENQEYKIRIYAMNSEGLGEPALVPGTPKAEDRMLPPEIELDADLRKVV 

TIRACCTLRLFVPIKGRPAPEVKWARDHGESLDKASIESTSSYTLLIVGNVNRF 

DSGKYILTVENSSGSKSAFVNVRVLDTPGPPQDLKVKEVTKTSVTLTWDPPLL 

DGGSKIKNYIVEKRESTRKAYSTVATNCHKTSWKVDQLQEGCSYYFRVLAEN 

EYGIGLPAETAESVKASERPLPPGKITLMDVTRNSVSLSWEKPEHDGGSRILGY 

IVEMQTKGSDKWATCATVKVTEATITGLIQGEEYSFRVSAQNEKGISDPRQLSV 

PVIAKDLVIPPAFKLLFNTFTVLAGEDLKVDVPFIGRPTPAVTWHKDNVPLKQT 

TRVNAESTENNSLLTIKDACREDVGHYVVKLTNSAGEAIETLNVIVLDKPGPP 

TGPVKMDEVTADSITLSWGPPKYDGGSSINNYIVEKRDTSTTTWQIVSATVAR 



TTIKACRLKTGCEYQFRIAAENRYGKSTYLNSEPTVAQYPFKVPGPPGTPVVT 

LSSRDSMEVQWNEPISDGGSRVIGYHLERKERNSILWVKLNKTPIPQTKFKTT 

GLEEGVEYEFRVSAENIVGIGKPSKVSECYVARDPCDPPGRPEAIIVTRNSVTL 

QWKKPTYDGGSKITGYIVEKKELPEGRWMKASFTNIIDTHFEVTGLVEDHRYE 

FRVIARNAAGVFSEPSESTGAITARDEVDPPRISMDPKYKDTIVVHAGESFKVD 

ADIYGKPIPTIQWIKGDQELSNTARLEIKSTDFATSLSVKDAVRVDSGNYILKAK 

NVAGERSVTVNVKVLDRPGPPEGPVVISGVTAEKCTLAWKPPLQDGGSDIINY 

IVERRETSRLVWTVVDANVQTLSCKVTKLLEGNEYTFRIMAVNKYGVGEPLE 

SEPVVAKNPFVVPDAPKAPEVTTVTKDSMIVVWERPASDGGSEILGYVLEKRD 

KEGIRWTRCHKRLIGELRLRVTGLIENHDYEFRVSAENAAGLSEPSPPSAYQKA 

CDPIYKPGPPNNPKVIDITRSSVFLSWSKPIYDGGCEIQGYIVEKCDVSVGEWT 

MCTPPTGINKTNIEVEKLLEKHEYNFRICAINKAGVGEHADVPGPIIVEEKLEA 

PDIDLDLELRKIINIRAGGSLRLFVPIKGRPTPEVKWGKVDGEIRDAAIIDVTSS 

FTSLVLDNVNRYDSGKYTLTLENSSGTKSAFVTVRVLDTPSPPVNLKVTEITKD 

SVSITWEPPLLDGGSKIKNYIVEKREATRKSYAAVVTNCHKNSWKIDQLQEGC 

SYYFRVTAENEYGIGLPAQTADPIKVAEVPQPPGKITVDDVTRNSVSLSWTKPE 

HDGGSKIIQYIVEMQAKHSEKWSECARVKSLQAVITNLTQGEEYLFRVVAVNE 

KGRSDPRSLAVPIVAKDLVIEPDVKPAFSSYSVQVGQDLKIEVPISGRPKPTITW 

TKDGLPLKQTTRINVTDSLDLTTLSIKETHKDDGGQYGITVANVVGQKTASIEI 

VTLDKPDPPKGPVKFDDVSAESITLSWNPPLYTGGCQITNYIVQKRDTTTTVW 

DVVSATVARTTLKVTKLKTGTEYQFRIFAENRYGQSFALESDPIVAQYPYKEPG 

PPGTPFATAISKDSMVIQWHEPVNNGGSPVIGYHLERKERNSILWTKVNKTIIH 

DTQFKAQNLEEGIEYEFRVYAENIVGVGKASKNSECYVARDPCDPPGTPEPIM 

VKRNEITLQWTKPVYDGGSMITGYIVEKRDLPDGRWMKASFTNVIETQFTVS 

GLTEDQRYEFRVIAKNAAGAISKPSDSTGPITAKDEVELPRISMDPKFRDTIVV 

NAGETFRLEADVHGKPLPTIEWLRGDKEIEESARCEIKNTDFKALLIVKDAIRI 

DGGQYILRASNVAGSKSFPVNVKVLDRPGPPEGPVQVTGVTSEKCSLTWSPPL 

QDGGSDISHYVVEKRETSRLAWTVVASEVVTNSLKVTKLLEGNEYVFRIMAV 

NKYGVGEPLESAPVLMKNPFVLPGPPKSLEVTNIAKDSMTVCWNRPDSDGGS 

EIIGYIVEKRDRSGIRWIKCNKRRITDLRLRVTGLTEDHEYEFRVSAENAAGVG 

EPSPATVYYKACDPVFKPGPPTNAHIVDTTKNSITLAWGKPIYDGGSEILGYVV 

EICKADEEEWQIVTPQTGLRVTRFEISKLTEHQEYKIRVCALNKVGLGEATSVP 

GTVKPEDKLEAPELDLDSELRKGIVVRAGGSARIHIPFKGRPTPEITWSREEGE 

FTDKVQIEKGVNYTQLSIDNCDRNDAGKYILKLENSSGSKSAFVTVKVLDTPG 

PPQNLAVKEVRKDSAFLVWEPPIIDGGAKVKNYVIDKRESTRKAYANVSSKCS 

KTSFKVENLTEGAIYYFRVMAENEFGVGVPVETVDAVKAAEPPSPPGKVTLTD 

VSQTSASLMWEKPEHDGGSRVLGYVVEMQPKGTEKWSIVAESKVCNAVVTG 

LSSGQEYQFRVKAYNEKGKSDPRVLGVPVIAKDLTIQPSLKLPFNTYSIQAGED 

LKIEIPVIGRPRPNISWVKDGEPLKQTTRVNVEETATSTVLHIKEGNKDDFGKY 

TVTATNSAGTATENLSVIVLEKPGPPVGPVRFDEVSADFVVISWEPPAYTGGCQ 

ISNYIVEKRDTTTTTWHMVSATVARTTIKITKLKTGTEYQFRIFAENRYGKSAP 

LDSKAVIVQYPFKEPGPPGTPFVTSISKDQMLVQWHEPVNDGGTKIIGYHLEQ 

KEKNSILWVKLNKTPIQDTKFKTTGLDEGLEYEFKVSAENIVGIGKPSKVSECF 

VARDPCDPPGRPEAIVITRNNVTLKWKKPAYDGGSKITGYIVEKKDLPDGRW 

MKASFTNVLETEFTVSGLVEDQRYEFRVIARNAAGNFSEPSDSSGAITARDEID 

APNASLDPKYKDVIVVHAGETFVLEADIRGKPIPDVVWSKDGKELEETAARM 

EIKSTIQKTTLVVKDCIRTDGGQYILKLSNVGGTKSIPITVKVLDRPGPPEGPLK 

VTGVTAEKCYLAWNPPLQDGGANISHYIIEKRETSRLSWTQVSTEVQALNYK 

VTKLLPGNEYIFRVMAVNKYGIGEPLESGPVTACNPYKPPGPPSTPEVSAITKD 

SMWTWARPVDDGGTEIEGYILEKRDKEGVRWTKCNKKTLTDLRLRVTGLTE 



GHSYEFRVAAENAAGVGEPSEPSVFYRACDALYPPGPPSNPKVTDTSRSSVSL 

AWSKPIYDGGAPVKGYVVEVKEAAADEWTTCTPPTGLQGKQFTVTKLKENT 

EYNFRICAINSEGVGEPATLPGSVVAQERIEPPEIELDADLRKVVVLRASATLRL 

FVTIKGRPEPEVKWEKAEGILTDRAQIEVTSSFTMLVIDNVTRFDSGRYNLTLE 

NNSGSKTAFVNVRVLDSPSAPVNLTIREVKKDSVTLSWEPPLIDGGAKITNYIV 

EKRETTRKAYATITNNCTKTTFRIENLQEGCSYYFRVLASNEYGIGLPAETTEP 

VKVSEPPLPPGRVTLVDVTRNTATIKWEKPESDGGSKITGYWEMQTKGSEK 

WSTCTQVKTLEATISGLTAGEEYVFRVAAVNEKGRSDPRQLGVPVIARDIEIKP 

SVELPFHTFNVKAREQLKIDVPFKGRPQATVNWRKDGQTLKETTRVNVSSSK 

TVTSLSIKEASKEDVGTYELCVSNSAGSITVPITIIVLDRPGPPGPIRIDEVSCDSI 

TISWNPPEYDGGCQISNYIVEKKETTSTTWHIVSQAVARTSIKIVRLTTGSEYQF 

RVCAENRYGKSSYSESSAVVAEYPFSPPGPPGTPKVVHATKSTMLVTWQVPVN 

DGGSRVIGYHLEYKERSSILWSKANKILIADTQMKVSGLDEGLMYEYRVYAE 

NIAGIGKCSKSCEPVPARDPCDPPGQPEVTNITRKSVSLKWSKPHYDGGAKIT 

GYIVERRELPDGRWLKCNYTNIQETYFEVTELTEDQRYEFRVFARNAADSVSE 

PSESTGPIIVKDDVEPPRVMMDVKFRDVIVVKAGEVLKINADIAGRPLPVISWA 

KDGIEIEERARTEIISTDNHTLLTVKDCIRRDTGQYVLTLKNVAGTRSVAVNGK 

VLDKPGPPAGPLEINGLTAEKCSLSWGRPQEDGGADIDYYIVEKRETSHLAWTI 

CEGELQMTSCKVTKLLKGNEYIFRVTGVNKYGVGEPLESVAIKALDPFTVPSP 

PTSLEITSVTKESMTLCWSRPESDGGSEISGYIIERREKNSLRWVRVNKKPVYD 

LRVKSTGLREGCEYEYRVYAENAAGLSLPSETSPLIRAEDPVFLPSPPSKPKIVD 

SGKTTITIAWVKPLFDGGAPITGYTVEYKKSDDTDWKTSIQSLRGTEYTISGLT 

TGAEYVFRVKSVNKVGASDPSDSSDPQIAKEREEEPLFDIDSEMRKTLIVKAG 

ASFTMTVPFRGRPVPNVLWSKPDTDLRTRAYVDTTDSRTSLTIENANRNDSGK 

YTLTIQNVLSAASLTLVVKVLDTPGPPTNITVQDVTKESAVLSWDVPENDGGA 

PVKNYHIEKREASKKAWVSVTNNCNRLSYKVTNLQEGAIYYFRVSGENEFGV 

GIPAETKEGVKITEKPSPPEKLGVTSISKDSVSLTWLKPEHDGGSRIVHYVVEA 

LEKGQKNWVKCAVAKSTHHVVSGLRENSEYFFRVFAENQAGLSDPRELLLPV 

LIKEQLEPPEIDMKNFPSHTVYVRAGSNLKVDIPISGKPLPKVTLSRDGVPLKA 

TMRFNTEITAENLTrNLKESVTADAGRYEITAANSSGTTKAFINIVVLDRPGPPT 

GPVVISDITEESVTLKWEPPKYDGGSQVTNYILLKRETSTAVWTEVSATVART 

MMKVMKLTTGEEYQFRIKAENRFGISDHIDSACVTVKLPYTTPGPPSTPWVTN 

VTRESITVGWHEPVSNGGSAVVGYHLEMKDRNSILWQKANKLVIRTTHFKVT 

TISAGLIYEFRVYAENAAGVGKPSHPSEPVLAIDACEPPRNVRITDISKNSVSLS 

WQQPAFDGGSKITGYIVERRDLPDGRWTKASFTNVTETQFIISGLTQNSQYEFR 

VFARNAVGSISNPSEVVGPITCIDSYGGPVIDLPLEYTEVVKYRAGTSVKLRAG 

ISGKPAPTIEWYKDDKELQTNALVCVENTTDLASILIKDADRLNSGCYELKLR 

NAMGSASATIRVQILDKPGPPGGPIEFKTVTAEKITLLWRPPADDGGAKITHYIV 

EKRETSRVVWSMVSEHLEECIITTTKIIKGNEYIFRVRAVNKYGIGEPLESDSVV 

AKNAFVTPGPPGIPEVTKITKNSMTVVWSRPIADGGSDISGYFLEKRDKKSLG 

WFKVLKETIRDTRQKVTGLTENSDYQYRVCAVNAAGQGPFSEPSEFYKAADPI 

DPPGPPAKIRIADSTKSSITLGWSKPVYDGGSAVTGYVVEIRQGEEEEWTTVST 

KGEVRTTEYVVSNLKPGVNYYFRVSAVNCAGQGEPIEMNEPVQAKDILEAPEI 

DLDVALRTSVIAKAGEDVQVLIPFKGRPPPTVTWRKDEKNLGSDARYSIENTD 

SSSLLTIPQVTRNDTGKYILTIENGVGEPKSSTVSVKVLDTPAACQKLQVKHVS 

RGTVTLLWDPPLIDGGSPIINYVIEKRDATKRTWSVVSHKCSSTSFKLIDLSEKT 

PFFFRVLAENEIGIGEPCETTEPVKAAEVPAPIRDLSMKDSTKTSVILSWTKPDF 

DGGSVITEYVVERKGKGEQTWSHAGISKTCEIEVSQLKEQSVLEFRVFAKNEK 

GLSDPVTIGPITVKELIITPEVDLSDIPGAQVTVRIGHNVHLELPYKGKPKPSIS 

WLKDGLPLKESEFVRFSKTENKJTLSIKNAKKEHGGKYTVILDNAVCRIAVPIT 



VITLGPPSKPKGPIRFDEIKADSVILSWDVPEDNGGGEITCYSIEKRETSQTNWR 

M VC S S VARTTFK VPNLVKDAE YQFRVRAENRYG V SQPLV S SII VAKHQFRIPGP 

PGKPVIYNVTSDGMSLTWDAPVYDGGSEVTGFHVEKKERNSILWQKVNTSPI 

SGREYRATGLVEGLDYQFRVYAENSAGLSSPSDPSKFTLAVSPVDPPGTPDYID 

VTRETITLKWNPPLRDGGSKIVGYSIEKRQGNERWVRCNFTDVSECQYTVTG 

LSPGDRYEFRIIARNAVGTISPPSQSSGIIMTRDENVPPIVEFGPEYFDGLIIKSGE 

SLRIKALVQGRPVPRVTWFKDGVEIEKRMNMEITDVLGSTSLFVRDATRDHRG 

VYTVEAKNASGSAKAEIKVKVQDTPGKVVGPIRFTNITGEKMTLWWDAPLN 

DGCAPITHYIIEKRETSRLAWALIEDKCEAQSYTAIKLINGNEYQFRVSAVNKF 

GVGRPLDSDPVVAQIQYTVPDAPGIPEPSNITGNSITLTWARPESDGGSEIQQYI 

LERREKKSTRWVKVISKRPISETRFKVTGLTEGNEYEFHVMAENAAGVGPASG 

ISRLIKCREPVNPPGPPTVVKVTDTSKTTVSLEWSKPVFDGGMEIIGYIIEMCK 

ADLGDWHKVNAEACVKTRYTVTDLQAGEEYKFRVSAINGAGKGDSCEVTGT 

IKAVDRLTAPELDIDANFKQTHVVRAGASIRLFIAYQGRPTPTAVWSKPDSNLS 

LRADIHTTDSFSTLTVENCNRNDAGKYTLTVENNSGSKSITFTVKVLDTPGPPG 

PITFKDVTRGSATLMWDAPLLDGGARIHHYVVEKREASRRSWQVISEKCTRQI 

FKVNDLAEGVPYYFRVSAVNEYGVGEPYEMPEPIVATEQPAPPRRLDVVDTSK 

SSAVLAWLKPDHDGGSRITGYLLEMRQKGSDFWVEAGHTKQLTFTVERLVEK 

TEYEFRVKAKNDAGYSEPREAFSSVIIKEPQIEPTADLTGITNQLITCKAGSPFTI 

DVPISGRPAPKVTWKLEEMRLKETDRVSITTTKDRTTLTVKDSMRGDSGRYFL 

TLENTAGVKTFSVTVVVIGRPGPVTGPIEVSSVSAESCVLSWGEPKDGGGTEIT 

NYIVEKRESGTTAWQLVNSSVKRTQIKVTHLTKYMEYSFRVSSENRFGVSKPL 

ESAPIIAEHPFVPPSAPTRPEVYHVSANAMSIRWEEPYHDGGSKIIGYWVEKKE 

RNTILWVKENKVPCLECNYKVTGLVEGLEYQFRTYALNAAGVSKASEASRPI 

MAQNPVDAPGRPEVTDVTRSTVSLIWSAPAYDGGSKVVGYIIERKPVSEVGD 

GRWLKCNYTIVSDNFFTVTALSEGDTYEFRVLAKNAAGVISKGSESTGPVTCR 

DEYAPPKAELDARLHGDLVTIRAGSDLVLDAAVGGKPEPKIIWTKGDKELDLC 

EKVSLQYTGKRATAVIKFCDRSDSGKYTLTVKNASGTKAVSVMVKVLDSPGP 

CGKLTVSRVTQEKCTLAWSLPQEDGGAEITHYIVERRETSRLNWVIVEGECPT 

LSYVVTRLIKNNEYIFRVRAVNKYGPGVPVESEPIVARNSFTIPSPPGIPEEVGT 

GKEHIIIQWTKPESDGGNEISNYLVDKREKKSLRWTRVNKDYVVYDTRLKVT 

SLMEGCDYQFRVTAVNAAGNSEPSEASNFISCREPSYTPGPPSAPRVVDTTKHS 

ISLAWTKPMYDGGTDIVGYVLEMQEKDTDQWYRVHTNATIRNTEFTVPDLK 

MGQKYSFRVAAVNVKGMSEYSESIAEIEPVERIEIPDLELADDLKKTVTIRAGA 

SLRLMVSVSGRPPPVITWSKQGIDLASRAIIDTTESYSLLIVDKVNRYDAGKYT 

IEAENQSGKKSATVLVKVYDTPGPCPSVKVKEVSRDSVTITWEIPTIDGGAPVN 

NYIVEKREAAMRAFKTVTTKCSKTLYRISGLVEGTMYYFRVLPENIYGIGEPCE 

TSDAVLVSEVPLVPAKLEVVDVTKSTVTLAWEKPLYDGGSRLTGYVLEACKA 

GTERWMKVVTLKPTVLEHTVTSLNEGEQYLFRIRAQNEKGVSEPRETVTAVT 

VQDLRVLPTIDLSTMPQKTIHVPAGRPVELVIPIAGRPPPAASWFFAGSKLRESE 

RVTVETHTKVAKLTIRETTIRDTGEYTLELKNVTGTTSETIKVIILDKPGPPTGPI 

KIDEIDATSITISWEPPELDGGAPLSGYVVEQRDAHRPGWLPVSESVTRSTFKF 

TRLTEGNEYVFRVAATNRFGIGSYLQSEVIECRSSIRIPGPPETLQIFDVSRDGMT 

LTWYPPEDDGGSQVTGYIVERKEVRADRWVRVNKVPVTMTRYRSTGLTEGL 

EYEHRVTAINARGSGKPSRPSKPIVAMDPIAPPGKPQNPRVTDTTRTSVSLAWS 

VPEDEGGSKVTGYLIEMQKVDQHEWTKCNTTPTKIREYTLTHLPQGAEYRFR 

VLACNAGGPGEPAEVPGTVKVTEMLEYPDYELDERYQEGIFVRQGGVIRLTIPI 

KGKPFPICKWTKEGQDISKRAMIATSETHTELVIKEADRGDSGTYDLVLENKC 

GKKAVYIKVRVIGSPNSPEGPLEYDDIQVRSVRVSWRPPADDGGADILGYILER 

REVPKAAWYTIDSRVRGTSLVVKGLKENVEYHFRVSAENQFGISKPLKSEEPV 



TPKTPLNPPEPPSNPPEVLDVTKSSVSLSWSRPKDDGGSRVTGYYIERKETSTD 

KWVPvHNKTQITTTMYTVTGLVPDAEYQFRIIAQNDVGLSETSPASEPVVCKDP 

FDKPSQPGELEILSISKDSVTLQWEKPECDGGKEILGYWVEYRQSGDSAWKKS 

NKERIKDKQFTIGGLLEATEYEFRVFAENETGLSRPRRTAMSIKTKLTSGEAPGI 

RKEMKDVTTKLGEAAQLSCQIVGRPLPDIKWYRFGKELIQSRKYKMSSDGRT 

HTLTVMTEEQEDEGVYTCIATNEVGEVETSSKLLLQATPQFHPGYPLKEKYYG 

AVGSTLRLHVMYIGRPVPAMTWFHGQKLLQNSENITIENTEHYTHLVMKNVQ 

RKTHAGKYKVQLSNVFGTVDAILDVEIQDKPDKPTGPIVIEALLKNSAVISWK 

PPADDGGSWITNYVVEKCEAKEGAEWQLVSSAISVTTCR1VNLTENAGYYFRV 

SAQNTFGISDPLEVSSVVIIKSPFEKPGAPGKPTITAVTKDSCVVAWKPPASDGG 

AKIRNYYLEKREKKQNKWISVTTEEIRETVFSVKNLIEGLEYEFRVKCENLGG 

ESEWSEISEPITPKSDVPIQAPHFKEELRNLNVRYQSNATLVCKVTGHPKPIVK 

WYRQGKEIIADGLKYR1QEFKGGYHQLIIASVTDDDATVYQVRATNQGGSVS 

GTASLEVEVPAKIHLPKTLEGMGAVHALRGEVVSIKIPFSGKPDPVITWQKGQ 

DLIDNNGHYQVIVTRSFTSLVFPNGVERKDAGFYVVCAKNRFGIDQKTVELDV 

ADVPDPPRGVKVSDVSRDSVNLTWTEPASDGGSKITNYIVEKCATTAERWLRV 

GQARETRYTVINLFGKTSYQFRVIAENKFGLSKPSEPSEPTITKEDKTRAMNYD 

EEVDETREVSMTKASHSSTKELYEKYMIAEDLGRGEFGIVHRCVETSSKKTY 

MAKFVKVKGTDQVLVKKEISILNIARHRN1LHLHESFESMEELVMIFEFISGLDI 

FERINTSAFELNEREIVSYVHQVCEALQFLHSHNIGHFDIRPENIIYQTRRSSTIK 

IIEFGQARQLKPGDNFRLLFTAPEYYAPEVHQHDVVSTATDMWSLGTLVYVLL 

SGINPFLAETNQQIIENIMNAEYTFDEEAFKEISIEAMDFVDRLLVKERKSRMT 

ASEALQHPWLKQKIERVSTKVIRTLKHRRYYHTLIKKDLNMVVSAARISCGG 

AIRSQKGVSVAKVKVASIEIGPVSGQIMHAVGEEGGHVKYVCKIENYDQSTQV 

TWYFGVRQLENSEKYEITYEDGVAILYVKDITKLDDGTYRCKVVNDYGEDSS 

YAELFVKGVREVYDYYCRRTMKKIKRRTDTMRLLERPPEFTLPLYNKTAYVG 

ENVRFGVTITVHPEPHVTWYKSGQKIKPGDNDKKYTFESDKGLYQLTINSVTT 

DDDAEYTVVARNKYGEDSCKAKLTVTLHPPPTDSTLRPMFKRLLANAECQEG 

QSVCFEIRVSGIPPPTLKWEKDGQPLSLGPNIEIIHEGLDYYALHIRDTLPEDTG 

YYRVTATNTAGSTSCQAHLQVERLRYKKQEFKSKEEHERHVQKQIDKTLRMA 

EILSGTESVPLTQVAKEALREAAVLYKPAVSTKTVKGEFRLEIEEKKEERKLRM 

PYDVPEPRKYKQTTIEEDQRIKQFVPMSDMKWYKKIRDQYEMPGKLDRVVQ 

KRPKRIRLSRWEQFYVMPLPRITDQYRPKWRIPKLSQDDLEIVRPARRRTPSPD 

YDFYYRPRRRSLGDISDEELLLPIDDYLAMKRTEEERLRLEEELELGFSASPPS 

RSPPHFELSSLRYSSPQAHVKVEETRKDFRYSTYHIPTKAEASTSYAELRERHA 

QAAYRQPKQRQRIMAEREDEELLRPVTTTQHLSEYKSELDFMSKEEKSRKKS 

RRQREVTEITEIEEEYEISKHAQRESSSSASRLLRRRRSLSPTYIELMRPVSELIR 

SRPQPAEEYEDDTERRSPTPERTRPRSPSPVSSERSLSRFERSARFDIFSRYESMK 

AALKTQKTSERKYEVLSQQPFTLDHAPRITLRMRSHRVPCGQNTRFILNVQSK 

PTAEVKWYHNGVELQESSKIHYTNTSGVLTLEILDCHTDDSGTYRAVCTNYK 

GEASDYATLDVTGGDYTTYASQRRDEEVPRSVFPELTRTEAYAVSSFKKTSEM 

EASSSVREVKSQMTETRESLSSYEHSASAEMKSAALEEKSLEEKSTTRKIKTTL 

AARILTKPRSMTVYEGESARFSCDTDGEPVPTVTWLRKGQVLSTSARHQVTT 

TKYKSTFEISSVQASDEGNYSVVVENSEGKQEAEFTLTIQKARVTEKAVTSPPR 

VKSPEPRVKSPEAVKSPKRVKSPEPSHPKAVSPTETKPTPTEKVQHLPVSAPPKI 

TQFLKAEASKEIAKLTCVVESSVLRAKEVTWYKDGKKLKENGHFQFHYSAD 

GTYELKINNLTESDQGEYVCEISGEGGTSKTNLQFMGQAFKSIHEKVSKISETK 

KSDQKTTESTVTRKTEPKAPEPISSKPVIVTGLQDTTVSSDSVAKFAVKATGEP 

RPTAIWTKDGKAITQGGKYKLSEDKGGFFLEIHKTDTSDSGLYTCTVKNSAGS 

VSSSCKLTIKAIKDTEAQKVSTQKTSEITPQKKAVVQEEISQKALRSEEIKMSEA 



KSQEKLALKEEASKVLISEEVKKSAATSLEKSIVHEEITKTSQASEEVRTHAEIK 

AFSTQMSINEGQRLVLKANIAGATDVKWVLNGVELTNSEEYRYGVSGSDQTL 

TIKQASHRDEGILTCISKTKEGIVKCQYDLTLSKELSDAPAFISQPRSQNINEGQ 

NVLFTCEISGEPSPEIEWFKNNLPISISSNVSISRSRNVYSLEIRNASVSDSGKYTI 

KAKNFRGQCSATASLMVLPLVEEPSREVVLRTSGDTSLQGSFSSQSVQMSASK 

QEASFSSFSSSSASSMTEMKFASMSAQSMSSMQESFVEMSSSSFMGISNMTQL 

ESSTSKMLKAGIRGIPPKIEALPSDISIDEGKVLTVACAFTGEPTPEVTWSCGGR 

KIHSQEQGRFHIENTDDLTTLIIMDVQKQDGGLYTLSLGNEFGSDSATVNIHIRS 

I 

-COOH 

Figure 53- Full-length Amino Acid Sequence (TTN) (SEQ ID NO: 110) 



5 ' -GCTGCTGTGCTTGG AG AAGC AG ATG ATGGG AATCTGG ACTTGG AC ATG A 
AGAGTGGCCTAGAAAACACTGCTGCCTTAGATAATCAGCCAAAGGGCGCTT 
TGAAGAAGCTGATTTATGCAGCTAAGTTAAATGCTTCTTTAAAAGCCTTGG 
AAGGAGAACGAAATCAAGTTTACACTCAGTTATCTGAAGTGGATCAAGTAA 
5 AAGAAGACCTTACAGAGCATATCAAAAGTCTTGAGTCTAAACAAGCATCTT 
TGCAGTCAGAAAAGACAGAGTTTGAAAGTGAGAGCCAGAAACTTCAGCA 
GAAACTGAAAGTGATAACCGAGCTGTACCAAGAAAATGAAATGAAACTTC 
ACAGGAAATTAACAGTAGAAGAAAATTACCGATTAGAGAAAGAAGAAAAA 
CTTTCCAAAGTAGATGAGAAAATCAGCCATGCGACCGAGGAGCTGGAGAC 
10 CTGCAGGCAGCGTGCCAAGGATCTTGAAGAAGAG-3 ' 

Figure 54- Partial cDNA Nucleotide Sequence Encoding the Amino Acid Sequence of 
SEQ ID NO: 57 (SEQ ID NO: 1 1 1) (486 nucleotides in total) 



5'-GGAATCATGCATCGGACTACACGGATCAAAATCACAGAGCTGAACCCCC 
ACCTCATGTGTGCCCTCTGCGGGGGGTACTTCATCGACGCCACCACTATCGT 
GGAGTGCCTGCATTCCTTCTGCAAAACCTGCATCGTGCGCTACCTGGAGAC 
CAACAAATACTGCCCCATGTGTGACGTGCAGGTCCATAAAACCCGGCCGCT 
5 GCTGAGCATCAGGTCTGACAAAACACTTCAAGACATTGTCTACAAATTGGT 
CCCTGGGCTTTTTAAAGATGAGATGAAACGGCGGCGGGATTTCTATGCAGC 
GTACCCCCTGACGGAGGTCCCCAACGGCTCCAATGAGGACCGCGGCGAGG 
TCTTGGAGCAGGAGAAGGGGGCTCTGAGTGATGATGAGATTGTCAGCCTCT 
CCATCGAATTCTACGAAGGTGCCGGGGACCGGGACGAGAAGAAGGGCCCC 

10 CTGGAGAATGGGGATGGGGACAAAGAGAAAACAGGGGTGCGCTTCCTGC 
GATGCCCAGCAGCCATGACCGTCATGCATCTTGCCAAGTTTCTCCGCAACA 
AGATGGATGTGCCCAGCAAGTACAAGGTGGAGGTTCTGTACGAGGACGAG 
CCACTGAAGGAATACTACACCCTCATGGACATCGCCTACATCTACCCCTGGC 
GGCGGAACGGGCCTCTCCCCCTCAAGTACCGTGTCCAGCCAGCCTGCAAG 

1 5 CGGCTCACCCTAGCCACGGTGCCC ACCCCCTCCGAGGGCACCAACACCAG 
CGGGGCGTCCGAGTCCAGTGGGGCCACCACAGCTGCCAACGGGGGTAGCT 
TGAACTGCCTGCAGACACCATCCTCCACCAGCAGGGGGCGCAAGATGACT 
GTCAACGGCGCTCCCGTGCCCCCCTTAACTTGA-3' 

20 Figure 55- Partial cDNA Nucleotide Sequence Encoding the Amino Acid Sequence of 
SEQ ID NO: 65 (SEQ ID NO: 1 1 2) (89 1 nucleotides in total) 



5'-AGTCCGTACAGTCCCCGGGGCGGCTCCAATGTCATCCAGTGCTACCGCT 
GCGGAGACACCTGCAAAGGGGAGGTGGTCCGTGTCCACAACAACCACTTC 
CACATCCGATGCTTCACTTGTCAAGTATGTGGATGTGGCCTGGCCCAGTCG 
GGCTTCTTCTTCAAGAACCAGGAGTACATCTGCGCCCAGGACTACCAACAG 
5 CTTTATGGCACCCGCTGTGATAGCTGCCGGGACTTCATCACGGGTGAGGTG 
ATCTCTGCCCTGGGCCGTACCTACCGCCCTAAATGCTTCGTATGCAGCTTGT 
GCAGGAAGCCTTTCCCTATTGGAGATAAGGTGACCTTCAGTGGGAAAGAAT 
GTGTATGTCAGACGTGCTCCCAGTCAATGACCAGCAGCAAGCCGATCAAGA 
TCCGTGGACCAAGCCACTGTGCTGGGTGCAAAGAGGAGATTAAACATGGC 

10 CAGTCACTTCTGGCACTGGACAAGCAGTGGCACGTCAGCTGTTTCAAATGC 
CAGACCTGTAGCGTCATCCTCACTGGGGAATACATTAGCAAAGACGGTGTT 
CCATACTGCGAGTCTGACTACCACTCCCAGTTTGGCATCAAATGTGAGACT 
TGTGACCGGTACATCAGTGGCAGGGTCTTGGAGGCAGGAGGGAAACACTA 
CCACCCTACCTGTGCCAGATGTGTACGCTGCCACCAGATGTTCACTGAGGG 

1 5 GG AGG AG ATGTATCTC AC AGGTTCTG AGGTTTGGC ACCC AATCTGC AAGC A 
GGC AGCCAGGGCAG AGAAGAAG-3 ' 



20 



Figure 56- Partial cDNA Nucleotide Sequence Encoding the Amino Acid Sequence of 
SEQ ID NO: 75 (SEQ ID NO: 1 1 3) (783 nucleotides in total) 



5'-GCAACATCAGGTGACTGTCCCAGAAGTGAATCGCAGGGAGAAGAGCCT 
GCTGAGTGCAGTGAGGCGGGTCTCCTGCAGGAGGGAGTACAGCCAGAGG 
AGTTTGTGGCCATCGCGGACTACGCTGCCACCGATGAGACCCAGCTCAGTT 
TTTTGAGAGGAGAAAAAATTCTTATCCTGAGACAAACCACTGCAGATTGGT 
5 GGTGGGGTGAGCGTGCGGGCTGCTGTGGGTACATTCCGGCAAACTATGTGG 
GGAAGCACGTGGATGAGTACGACCCCGAGGACACGTGGCAGGATGAAGA 
GTACTTCGGCAGCTATGGAACTCTGAAACTCCACTTGGAGATGTTGGCAGA 
CCAGCCACGAACAACTAAATACCACAGTGTCATCCTGCAGAATAAAGAATC 
CCTGACGGATAAAGTCATCCTGGACGTGGGCTGTGGGACTGGGATCATCAG 

10 TCTCTTCTGTGCACACTATGCGCGGCCTAGAGCGGTGTACGCGGTGGAGGC 
CAGTGAGATGGCACAGCACACGGGGCAGCTGGTCCTGCAGAACGGCTTTG 
CTGACATCATCACCGTGTACCAGCAGAAGGTGGAGGATGTGGTGCTGCCCG 
AGAAGGTGGACGTGCTGGTGTCTGAGTGGATGGGGACCTGCCTGCTGAAG 
CAGCAAAGTTCTGAGGGAGACGCAAGTAAAGATACCACAGGTGTCCTAGA 

15 TTGTCAACAGACCATTTAA-3 ' 

Figure 57- Partial cDNA Nucleotide Sequence Encoding the Amino Acid Sequence of 
SEQ ID NO: 82 (SEQ ID NO: 114) (723 nucleotides in total) 



20 



NH 2 -MTSPEGAQNKEIDCLSPEAQRLAEARLAAKRAARAEAREIRMKELERQQ 

KEIYQVQKKYYGLDTKWGDIEQWMEDSERYSRRFRRNTSASDEDEPvLSVGS 

RGSLRTNGYDGDYCGSQSLSRRSGRGLSCSNLGLPSSGLASKPLSTQNGSRAS 

MLDESSLYGARRGSACGSRAPSEYGSHLNSSSRASSRASSARASPYVEERPDK 

DFAEKGSRNMPSLSAATLASLGGTSSRRGSGDTSISMDTEASIREIKELNELKD 

QIQDVEGKYMQGLKEMKDSLAEVEEKYKKAMVSNAQLDNEKTNFMYQVD 

TLKDMLLELEEQLAESQRQYEEKNKEFEREKHAHSILQFQFAEVKEALRQREE 

MLEEIRQLQQKQAGFIREISDLQETIEWKDKKIGALERQKEFFDSIRSERDDLR 

EETVKLKEELKKHGIILNSEIATNGETSDTVNDVGYQAPTKITKEELNALKSAG 

EGTLDVRLKKLIDERECLLEQIKKLKGQLEGRQKNNKLDLLRAEDGILENGTD 

AHVMDLQRDANRQISDLKFKLAKSEQEITALEQNVIRLESQVTRYRSAAENAE 

KIEDELKAEKRKLQRELRSALDKTEELEVSNGHLVKRLEKMKANRSALLSQQ 

-COOH 

Figure 58- Full-length Amino Acid Sequence (mLRRFIPl) (SEQ ID NO: 139) 



NH 2 -MTSSMASYEQLVRQVEALKAENTHLRQELRDNSSHLSKLETETSGMKE 

VLKHLQGKLEQEARVLVSSGQTEVLEQLKALQTDISSLYNLKFHAPALGPEPA 

ARTPEGSPVHGSGPSKDSFGELSRATIRLLEELDQERCFLLSEIEKEEKEKLWY 

YSQLQGLSKRLDELPHVDTFSMQMDLIRQQLEFEAQHIRSLMEERFGTSDEM 

VQRAQIRASRLEQIDKELLEAQDRVQQTEPQALLAVKPVAVEEEQEAEVPTHP 

EDGTPQPGNSKVEVVFWLLSMLATRDQEDTARTLLAMSSSPESCVAMRRSGC 

LPLLLQILHGTEAGSVGRAGIPGAPGAKDARMRANAALHNIVFSQPDQGLAR 

KEMRVLHVLEQIRAYCETCWDWLQARDSGTETPVPIEPQICQATCAVMKLSF 

DEEYRRAMNELGGLQAVAELLQVDYEMHKMTRDPLNLALRRYAGMTLTNLT 

FGDVANKATLCARRGCMEAIVAQLGSESEELHQVVSSILRNLSWRADINSKKV 

LREVGSMTALMECVLRASKESTLKSVLSALWNLSAHSTENKAAICQVDGALG 

FLVSTLTYRCQGNSLAVIESGGGILRNVSSLIATREDYRQVLRDHNCLQTLLQH 

LTSHSLTIVSNACGTLWNLSARSPRDQELLWDLGAVGMLRNLVHSKHKMIAM 

GSAAALRNLLAHRPAKYQAAAMAVSPGTCVPSLYVRKQRALEAELDTRHLV 

HALGHLEKQSLPEAETTSKKPLPPLRHLDGLVQDYASDSGCFDDDDAPSLAA 

AATTAEPASPAVMSMFLGGPFLQGQALARTPPARQGGLEAEKEAGGEAAVAA 

KAKAKLALAVARIDRLVEDISALHTSSDDSFSLSSGDPGQEAPREGRAQSCSPC 

RGTEGGRREAGSRAHPLLRLKAAHTSLSNDSLNSGSTSDGYCTREHMTPCPL 

AALAEHRDDPVRGQTRPRRLDLDLPSRAELPARDTAATDARVRTIKLSPTYQH 

VPLLDGAAGAGVRPLVGPGTSPGARKQAWIPADSLSKVPEKLVASPLPIASKV 

LQKLVAQDGPMSLSRCSSLSSLSSTGHAVPSQAENLDSDSSLEGLEEAGPGEAE 

LGRAWRASGSTSLPVSIPAPQRGRSRGLGVEDATPSSSSENCVQETPLVLSRCS 

SVSSLGSFESRSIASSIPSDPCSGLGSGTVSPSELPDSPGQTMPPSRSKTPPAPPG 

QPETSQFSLQWESYVKRFLDIADCRERCQPPSELDAGSVRFTVEKPDENFSCA 

SSLSALALHELYVQQDVELRLRPPACPERAVGGGGHRRRDEAASRLDGPAPAG 

SRARSATDKELEALRECLGAAMPARLRKVASALVPGRRSLPVPVYMLVPAPAR 

GDDSGTDSAEGTPVNFSSAASLSDETLQGPSRDKPAGPGDRQKPTGRAAPAR 

QTRSHRPKAAGAGKSTEHTRGPCRNRAGLELPLSRPQSARSNRDSSCQTRTRG 

DGALQSLCLTTPTEEAVYCFYDSDEEPPATAPPPRRASAIPRALKREKPAGRKE 

TPSRAAQPATLPVRAQPRLIVDETPPCYSLTSSASSLSEPEAPEQPANHARGPEQ 

GSKQDSSPSPRAEEELLQRCISLAMPRRRTQVPGSRRRKPRALRSDIRPTEITQK 

CQEEVAGSDPASDLDSVEWQAIQEGANSIVTWLHQAAAKASLEASSESDSLLS 

LVSGVSAGSTLQPSKLRKGRKPAAEAGGAWRPEKRGTTSTKINGSPRLPNGPE 

KAKGTQKMMAGESTMLRGRTVIYSAGPASRTQSKGISGPCTTPKKTGTSGTT 

QPETVTKAPSPEQQRSRSLHRPGKISELAALRHPPRSATPPARLAKTPSSSSSQT 

SPASQPLPRRSPLATPTGGPLPGPGGSLVPKSPARALLAKQHKTQKSPVRIPFM 

QRPARRVPPPLARPSPEPGSRGRAGAEGTPGARGSRLGLVRMASARSSGSESS 

DRSGFRRQLTFIKESPGLLRRRRSELSSADSTASTSQAASPRRGRPALPAVFLCS 

SRCDELRVSPRQPLAAQRSPQAKPGLAPLAPRRTSSESPSRLPVRASPGRPETV 

KRYASLPHISVSRRSDSAVSVPTTQANATRRGSDGEARPLPRVAPPGTTWRRIK 

DEDVPHILRSTLPATALPLRVSSPEDSPAGTPQRKTSDAVVQTEDVATSKTNSST 

SPSLESRDPPQAPASGPVAPQGSDVDGPVLTKPPASAPFPHEGLSAVIAGFPTSR 

HGSPSRAARVPPFNYVPSPMAAATMASDSAVEKAPVSSPASLLE 

-COOH 

Figure 59- Full-length Amino Acid Sequence (mAPC2) (SEQ ID NO: 140) 



NH 2 -MQKPSGLKPPGRGGKHSSPVGRPSVGSASSSVVASTSGSKEGSPLHKQAS 

GPSSSGAAATVSEKPGPKAAEVGDDFLGHFVVGERVWVNGVKPGVVQYLGE 

TQFAPGQWAGVVLDDPVGKNDGAVGAVRYFECPALQGIFTRPSKLTRQPTAE 

GSGSDTHSVESLTAQNLSLHSGTATPPLTGRVIPLRESVLNSSVKTGNESGSNLS 

DSGSVKRGDKDLHLGDRVLVGGTKTGVVRYVGETDFAKGEWCGVELDEPLG 

KNDGAVAGTRYFQCPPKFGLFAPIHKVIRIGFPSTSPAKAKKTKRMAMGVSAL 

THSPSSSSISSVSSVASSVGGPASRSGLLTETSSRYARKISGTIALQEALKEKQQH 

IEQLLAERDLERAEVAKATSHICEVEKEIALLKAQHEQYVAEAEEKLQRARLL 

VENVRKEKVDLSNQLEEERRKVEDLQFRVEEESITKGDLETQTQLEHARIGEL 

EQSLLLEKAQAERLLRELADNRLTTVAEKSRVLQLEEELSLRRGEIEELQHCLL 

QSGPPPADHPEAAETLRLRERLLSASKEHQDDSTLLQDKYEHMLKTYQTEVD 

KLRAANEKYAQEVADLKAKVQQATTENMGLMDNWKSKLDSLASDHQKSLE 

DLKATLNSGPGAQQKEIGELKALVEGIKMEHQLELGNLQAKHDLETAMHGKE 

KEGLRQKLQEVQEELAGLQQHWREQLEEQASQHRLELQEAQDQCRDAQLRV 

QELEGLDVEYRGQAQAIEFLKEQISLAEKKMLDYEMLQRAEAQSRQEAERLR 

EKLLVAENRLQAAESLCSAQHSHVIESSDLSEETIRMKETVEGLQDKLNKRDK 

EVTALTSQMDMLRAQVSVLENKCKSGEKKIDSLLKEKRRLEAELEAVSRKTH 

DASGQLVHISQELLRKERSLNELRVLLLEANRHSPGPERDLSREVHKAEWRIK 

EQKLKDDIRGLREKLTGLDKEKSLSEQRRYSLIDPASPPELLKLQHQLVSTEDA 

LRDALNQAQQVERLVEALRGCSDRTQTISNSGSANGIHQPDKAHKQEDKH 

-COOH 

Figure 60- Full-length Amino Acid Sequence (mCYLN2(1047)) (SEQ ID NO: 141) 



NH 2 -MMMVMQPEGLGAGEGPFSGGGGGEYMEQEEDWDRDLLLDPAWEKQQ 

RKTFTAWCNSHLRKAGTQIENIEEDFRNGLKLMLLLEVISGERLPRPDKGKMR 

FHKIANVNKALDFIASKGVKLVSIGAEEIVDGNLKMTLGMIWTIILRFAIQDISV 

EETSAKEGLLLWCQPvKTAPYRNVNVQNFHTSWKDGLALCALIHRHRPDLIDY 

AKLRKDDPIGNLNTAFEVAEKYLDIPKMLDAEDIVNTPKPDEKAIMTYVSCFY 

HAFAGAEQAETAANRICKVLAVNQENEKLMEEYEKLASELLEWIRRTVPWLE 

NRVGEPSMSAMQRKLEDFRDYRRLHKPPRVQEKCQLEINFNTLQTKLRLSHR 

PAFMPSEGKLVSDIANAWRGLEQVEKGYEDWLLSEIRRLQRLQHLAEKFQQK 

ASLHEAWTRGKEEMLNQHDYESASLQEVRALLRRHEAFESDLAAHQDRVEHI 

AALAQELNELDYHEAASVNSRCQAICDQWDNLGTLTQKRRDALERMEKLLE 

TIDQLQLEFARRAAPFNNWLDGAIEDLQDVWLVHSVEETQSLLTAHEQFKATL 

PEADRERGAILGIQGEIQKICQTYGLRPKSGNPYITLSSQDINNKWDTVRKLVP 

SRDQTLQEELARQQVNERLRRQFAAQANAIGPWIQGKVEEVGRLAAGLAGSL 

EEQMAGLRQQEQNIINYKSNIDRLEGDHQLLQESLVFDNKHTVYSMEHIRVG 

WEQLLTSIARTINEVENQVLTRDAKGLSQEQLNEFRASFNHFDRKRNGMMEP 

DDFRACLISMGYDLGEVEFARIMTMVDPNAAGVVTFQAFIDFMTRETAETDT 

AEQVVASFKILAGDKNYITPEELRRELPAEQAEYCIRRMAPYKGSGAPSGALD 

YVAFSSALYGESDL 

-COOH 

Figure 61- Full-length Amino Acid Sequence (mACTN3) (SEQ ID NO: 142) 



NH 2 -MLETLRERLLSVQQDFTSGLKTLSDKSREAKVKGKPRTAPRLPKYSAGL 
ELLSRYEDAWAALHRRAKECADAGELVDSEVVMLSAHWEKKRTSLNELQGQ 
LQQLPALLQDLESLMASLAHLETSFEEVENHLLHLEDLCGQCELERHKQAQA 
QHLESYKKSKPvKELEAFKAELDTEHTQKALEMEHTQQLKLKERQKFFEEAFQ 
5 QDMEQYLSTGYLQIAERREPMGSMSSMEVNVDVLEQMDLMDISDQEALDVF 
LNSGGEDNIVMSPGVEMESNPNQNEMSLQIPSPSESASQPPASPSACTDLDTAD 
APLIQSDEEEVQVDTALVTLHTDRKSTPGVSDDSDQCDSTQDI 
-COOH 

10 Figure 62- Full-length Amino Acid Sequence (mDTNBPl) (SEQ ID NO: 143) 



NH 2 -EKGIKLLQAQKLVQYLRECEDVMDWINDKEAIVTSEELGQDLEHVEVLQ 
KKFEEFQTDLAAHEERVNEVSQFAAKLIQEQHPEEELIKTKQDEVNAAWQRL 
KGLALQRQGKLFGAAEVQRFNRDVDETIGWIKEKEQLMASDDFGRDLASVQ 
ALLRKHEGLERDLAALEDKVKALCAEADRLQQSHPLSASQIQGKR 
5 -COOH 

Figure 63- Partial Amino Acid Sequence (mTAK£DA013) (SEQ ID NO: 123) 



NH 2 -MVDREQLVQKARLAEQAERYDDMAAAMKNVTELNEPLSNEERNLLSV 
AYKNVVGARRSSWRVISSIEQKTSADGNEKKIEMVRAYREKIEKELEAVCQDV 
LSLLDNYLIKNCSETQYESKVFYLKMKGDYYRYLAEVATGEKRATVVESFEK 
AYSEAHEISKEHMQPTHPIRLGLALNYSVFYYEIQNAPEQACHLAKTAFDDAI 
5 AELDTLNEDSYKDSTLIMQLLRDNLTLWTSDQQDDDGGEGNN 
-COOH 

Figure 64- Full-length Amino Acid Sequence (ml4-3-3g) (SEQ ID NO: 144) 



NH 2 -MDKNELVQKAKLAEQAERYDDMAACMKSVTEQGAELSNEERNLLSVA 
YKNVVGARRSSWRVVSSIEQKTEGAEKKQQMAREYREKIETELRDICNDVLS 
LLEKFLIPNASQPESKVFYLKMKGDYYRYLAEVAAGDDKKGIVDQSQQAYQE 
AFEISKKEMQPTHPIRLGLALNFSVFYYEILNSPEKACSLAKTAFDEAIAELDTL 
5 SEESYKDSTLIMQLLRDNLTLWTSDTQGDEAEAGEGGEN 
-COOH 

Figure 65- Full-length Amino Acid Sequence (m 14-3-3zeta) (SEQ ID NO: 145) 



NH 2 -MDKNELVQKAKLAEQAERYDDMAACMKSVTEQGAELSNEERNLLSVA 
YKNVVGARRSSWRVVSSIEQKTEGAEKKQQMAREYREKIETELRDICNDVLS 
LLEKFLIPNASQAESKVFYLKMKGDYYRYLAEVAAGDDKKGIVDQSQQAYQE 
AFEISKKEMQPTHPIRLGLALNFSVFYYEILNSPEKACSLAKTAFDEAIAELDTL 
5 SEESYKDSTLIMQLLRDNLTLWTSDTQGDEAEAGEGGEN 
-COOH 

Figure 66- Full-length Amino Acid Sequence (14-3-3zeta) (SEQ ID NO: 146) 



NH 2 -MTMDKSELVQKAKLAEQAERYDDMAAAMKAVTEQGHELSNEERNLLS 
VAYKNVVGARRSSWRVISSIEQKTERNEKKQQMGKEYREKIEAELQDICNDV 
LELLDKYLILNATQAESKVFYLKMKGDYFRYLSEVASGENKQTTVSNSQQAY 
QEAFEISKKEMQPTHPIRLGLALNFSVFYYEILNSPEKACSLAKTAFDEAIAEL 
5 DTLNEESYKDSTLIMQLLRDNLTLWTSENQGDEGDAGEGEN 
-COOH 

Figure 67- Full-length Amino Acid Sequence (ml4-3-3b) (SEQ ID NO: 147) 



NH 2 -MEKTELIQKAKLAEQAERYDDMATCMKAVTEQGAELSNEERNLLSVAY 
KNVVGGRRSAWRVISSIEQKTDTSDKKLQLIKDYREKVESELRSICTTVLELLD 
KYLIANATNPESKVFYLKMKGDYFRYLAEVACGDDRKQTIENSQGAYQEAFD 
ISKKEMQPTHPIRLGLALNFSVFYYEILNNPELACTLAKTAFDEAIAELDTLNE 
5 DSYKDSTLIMQLLRDNLTLWTSDSAGEECDAAEGAEN 
-COOH 

Figure 68- Full-length Amino Acid Sequence (ml4-3-3theta) (SEQ ID NO: 148) 



NH 2 -MEKTELIQKAKLAEQAERYDDMATCMKAVTEQGAELSNEERNLLSVAY 
KNVVGGRRSAWRVISSIEQKTDTSDKKLQLIKDYREKVESELRSICTTVLELLD 
KYLIANATNPESKVFYLKMKGDYFRYLAEVACGDDRKQTIDNSQGAYQEAFD 
ISKKEMQPTHPIRLGLALNFSVFYYEILNNPELACTLAKTAFDEAIAELDTLNE 
5 DSYKDSTLIMQLLRDNLTLWTSDSAGEECDAAEGAEN 
-COOH 

Figure 69- Full-length Amino Acid Sequence (14-3-3theta) (SEQ ID NO: 149) 



NH 2 -MELQRTSSVSGPLSPAYTGQVPYNYNQLEGRFKQLQDEREAVQKKTFTK 

WVNSHLARVSCRITDLYTDLRDGRMLIKLLEVLSGERLPKPTKGRMRIHCLEN 

VDKALQFLKEQRVHLENMGSHDIVDGNHRLTLGLIWTIILRFQIQDISVETEDN 

KEKKSAKDALLLWCQMKTAGYPNVNIHNFTTSWRDGMAFNALIHKHRPDLI 

DFDKLKKSNAHYNLQNAFNLAEQHLGLTKLLDPEDISVDHPDEKSIITYVVTY 

YHYFSKMKALAVEGKRIGKVLDNAIETEKMIEKYETLASDLLEWIEQTIIILNN 

RKFANSLVGVQQQLQAFNTYRTVEKPPKFTEKGNLEVLLFAIQSKMRANNQK 

VYMPREGKLISDINKAWERLEKAEHERELALRNELIRQEKLEQLARRFDRKA 

AMRETWLSENQRLVSQDNFGFDLPAVEAATKKHEAIETDIAAYEERVQAVVAV 

ARELEAENYHDIKRITARKDNVIRLWEYLLELLRARRQRLEMNLGLQKIFQEM 

LYIMDWMDEMKVLLLSQDYGKHLLGVEDLLQKHALVEADIAIQAERVRGVN 

ASAQKFATDGEGYKPCDPQVIRDRVAHMEFCYQELCQLAAERRARLEESRRL 

WKFFWEMAEEEGWIREKEKILSSDDYGKDLTSVMRLLSKHRAFEDEMSGRS 

GHFEQAIKEGEDMIAEEHFGSEKIRERIIYIREQWANLEQLSAIRKKRLEEASLL 

HQFQADADDIDAWMLDILKIVSSNDVGHDEYSTQSLVKKHKDVAEEITNCRP 

TIDTLHEQASALPQAHAESPDVKGRLAGIEERCKEMAELTRLRKQALQDTLAL 

YKMFSEADACELWIDEKEQWLNNMQIPEKLEDLEVIQHRFESLEPEM>fNQAS 

RVAVVNQIARQLMHNGHPSEKEIRAQQDKLNTRWSQFRELVDRKKDALLSAL 

SIQNYHLECNETKSCIREKTKVIESTQDLGNDLAGVMALQCKLTGMERDLVAI 

EAKLSDLQKEAEKLESEHPDQAQAILSRLAEISDVWEEMKTTLKNREASLGE 

ASKLQQFLRDLDDFQSWLSRTQTAIASEDMPNTLTEAEKLLTQHENIKNEIDN 

YEEDYQKMRDMGEMVTQGQTDAQYMFLRQRLQALDTGWNELHKMWENR 

QNLLSQSHAYQQFLRDTKQAEAFLNNQEYVLAHTEMPTTLEGAEAAIKKQED 

FMTTMDANEEKINAVVETGRRLVSDGNINSDRIQEKVDSIDDRHRKNREAASE 

LLMRLKDNRDLQKFLQDCQELSLWINEKMLTAQDMSYDEARNLHSKWLKH 

QAFMAELASNKEWLDKIEKEGMQLISEKPETEAVVKEKLTGLHKMWEVLEST 

TQTKAQRLFDANKAELFTQSCADLDKWLHGLESQIQSDDYGKDLTSVNILLK 

KQQMLENQMEVRKKEIEELQSQAQALSQEGKSTDEVDSKRLTVQTKFMELL 

EPLSERKHNLLASKEIHQFNRDVEDEILWVGERMPLATSTDHGHNLQTVQLLI 

KKNQTLQKEIQGHQPRIDDIFERSQNIITDSSSLNAEAIRQRLADLKQLWGLLIE 

ETEKRHRRLEEAHKAQQYYFDAAEAEAWMSEQELYMMSEEKAKDEQSAVS 

MLKKHQILEQAVEDYAETVHQLSKTSRALVADSHPESERISMRQSKVDKLYAG 

LKDLAEERRGKLDERHRLFQLNREVDDLEQWIAEREVVAGSHELGQDYEHV 

TMLQERFREFARDTGNIGQERVDTVNNMADELINSGHSDAATIAEWKDGLNE 

AWADLLELIDTRTQILAASYELHKFYHDAKEIFGRIQDKHKKLPEELGRDQNT 

VETLQRMHTTFEHDIQALGTQVRQLQEDAARLQAAYAGDKADDIQKRENEV 

LEAWKSLLDACEGRRVRLVDTGDKFRFFSMVRDLMLWMEDVIRQIEAQEKPR 

DVSSVELLMNNHQGIKAEIDARNDSFTACIELGKSLLARKHYASEEIKEKLLQL 

TEKRKEMIDKWEDRWEWLRLILEVHQFSRDASVAEAWLLGQEPYLSSREIGQ 

SVDEVEKLIKRHEAFEKSAATWDERFSALERLTTLELLEVRRQQEEEERKRRP 

PSPDPNTKVSEEAESQQWDTSKGDQVSQNGLPAEQGSPRVSYRSQTYQNYKN 

FNSRRTASDHSWSGM 

-COOH 

Figure 70- Full-length Amino Acid Sequence (mSPNB2) (SEQ ID NO: 1 50) 



NH 2 -DDAAVETAEEAKEPAEADITELCRDMFSKMATYLTGELTATSEDYKLLEN 

MNKLTSLKYLEMKDIAINISRNLKDLNQKYAGLQPYLDQINVIEEQVAALEQA 

AYKLDAYSKKLEAKYKKLEKR 

-COOH 

5 

Figure 71- Partial Amino Acid Sequence (BC020494(124)) (SEQ ID NO: 132) 



NH 2 -MSSSDEETLSERSCRSERSCRSERSYRSERSGSLSPCPPGDTLPWNLPLHE 

QKKRKSQDSVLDPAERAVVRVADERDRVQKKTFTKWVNKHLMKVRKHINDL 

YEDLRDGHNLISLLEVLSGIKLPREKGRMRFHRLQNVQIALDFLKQRQVKLVN 

IRNDDITDGNPKLTLGLIWTIILHFQISDIYISGESGDMSAKEKLLLWTQKVTAG 

YTGIKCTNFSSCWSDGKMFNALIHRYRPDLVDMERVQIQSNRENLEQAFEVAE 

RLGVTRLLDAEDVDVPSPDEKSVITYVSSIYDAFPKVPEGGEGISATEVDSRW 

QEYQSRVDSLIPWIKQHTILMSDKTFPQNPVELKALYNQYIHFKETEILAKERE 

KGRIEELYKLLEVWIEFGRIKLPQGYHPNDVEEEWGKLIIEMLEREKSLRPAVE 

RLELLLQIANKIQNGALNCEEKLTLAKNTLQADAAHLESGQPVQCESDVIMYI 

QECEGLIRQLQVDLQILRDENYYQLEELAFRVMRLQDELVTLRLECTNLYRKG 

HFTSLELVPPSTLTTTHLKAEPLTKATHSSSTSWFPJCPMTRAELGPSAPLKMKA 

ISDLCMNYCLWVEEMQMKLERAEWGNDLPSVELQLETQQHIHTSVEELGSSV 

KEARLYEGKMSQNFHTSYAETLGKLETQYCKLKETSSFRMRHLQSLHKFVSR 

ATAELIWLNEKEEEELAYDWSDNNSNISAKRNYFSELTMELEEKQDVFRSLQD 

TAELLSLENHPAKQTVEAYSAAVQSQLQWMKQLCLCVEQHVKENTAYFQFFS 

DARELESFLRNLQDSIKRKYSCDHNTSLSRLEDLLQDSMDEKEQLIQSKSSVAS 

LVGRSKTIVQLKPRSPDHVLKNTISVKAVCDYRQIEITICKNDECVLEDNSQRT 

KWKVISPTGNEAMVPSVCFLIPPPNKDAIEMASRVEQSYQKVMALWHQLHV 

NTKSLISWNYLRKDLDLVQTWNLEKLRSSAPGECHQIMKNLQAHYEDFLQDS 

RDSVLFSVADRLRLEEEVEACKARFQHLMKSMENEDKEETVAKMYISELKNI 

RLRLEEYEQRVVKRIQSLASSRTDRDAWQDNALRIAEQEHTQEDLQQLRSDL 

DAVSMKCDSFLHQSPSSSSVPTLRSELNLLVEKMDHVYGLSTVYLNKLKTVD 

VIVRSIQDAELLVKGYEIKLSQEEVVLADLSALEAHWSTLRHWLSDVKDKNS 

VFSVLDEEIAKAKVVAEQMSRLTPERNLDLERYQEKGSQLQERWHRVIAQLEI 

RQSELESIQEVLGDYRACHGTLIKWIEETTAQQEMMKPGQAEDSRVLSEQLSQ 

QTALFAEIERNQTKLDQCQKFSQQYSTIVKDYELQLMTYKAFVESQQKSPGK 

RRRMLSSSDAITQEFMDLRTRYTALVTLTTQHVKYISDALRRLEEEEKVVEEE 

KQEHVEKVKELLGWVSTLARNTQGKATSSETKESTDIEKAILEQQVLSEELTT 

KKEQVSEAIKASQIFLAKHGHKLSEKEKKQISEQLNALNKAYHDLCDGSANQ 

LQQLQSQLAHQTEQKTLQKQQNTCHQQLEDLCSWVGQAERALAGHQGRTT 

QQDLSALQKNQSDLKDLQDDIQNRATSFATVVKDIEGFMEENQTKLSPRELTA 

LREKLHQAKEQYEALQEETRVAQKELEEAVTSALQQETEKSKAAKELAENKK 

KIDALLDWVTSVGSSGGQLLTNLPGMEQLSGASLEKGALDTTDGYMGVNQA 

PEKLDKQCEMMKARHQELLSQQQNFILATQSAQAFLDQHGHNLTPEEQQML 

QQKLGELKEQYSTSLAQSEAELKQVQTLQDELQKFLQDHKEFESWLERSEKE 

LENMHKGGSSPETLPSLLKRQGSFSEDVISHKGDLRFVTISGQKVLDMENSFK 

EGKEPSEIGNLVKDKLKDATERYTALHSKCTRLGSHLNMLLGQYHQFQNSAD 

SLQAWMQACEANVEKLLSDTAASDPGVLQEQLATTKQLQEELAEHQVPVEK 

LQKVARDIMEIEGEPAPDHRHVQETTDSILSHFQSLSYSLAERSSLLQKAIAQS 

QSVQDSLESLLQSIGEVEQNLEGKQVSSLSSGVIQEALATNMKLKQDIARQKS 

SLEATREMVTRFMETADSTTAAVLQGKLAEVSQRFEQLCLQQQEKESSLKKLL 

PQAEMFEHLSGKLQQFMENKSRMLASGNQPDQDITHFFQQIQELNLEMEDQQ 

ENLDTLEHLVTELSSCGFALDLCQHQDRVQNLRKDFTELQKTVKEREKDASS 

CQEQLDEFRKLVRTFQKWLKETEGSIPPTETSMSAKELEKQIEHLKSLLDDWA 

SKGTLVEEINYKGTSLENLIMEITAPDSQGKTGSILPSVGSSVGSVNGYHTCKD 

LTEIQCDMSDVNLKYEKLGGVLHERQESLQAILNRMEEVHKEANSVLQWLES 

KEEVLKSMDAMSSPTKTETVKAQAESNKAFLAELEQNSPKIQKVKEALAGLL 

VTYPNSQEAENWKKIQEELNSRWERATEVTVARQRQLEESASHLACFQAAES 

QLQPWLMEKELMMGVLGPLSIDPNMLNAQKQQVQFMLKEFEARRQQHEQL 

NEAAQGILTGPGDVSLSTSQVQKELQSINQKWVELTDKLNSRSSQIDQAIVKST 



QYQELLQDLSEKVRAVGQRLSVQSAISTQPEAVKQQLEETSEIRSDLEQLDHE 

VKEAQTLCDELSVLIGEQYLKDELKKRLETVALPLQGLEDLAADRINRLQAAL 

ASTQQFQQMFDELRTWLDDKQSQQAKNCPISAKLEPvLQSQLQENEEFQKSLN 

QHSGSYEVIVAEGESLLLSVPPGEEKRTLQNQLVELKNHWEELSKKTADRQSR 

LKDCMQKAQKYQWHVEDLVPWIEDCKAKMSELRVTLDPVQLESSLLRSKA 

MLNEVEKRRSLLEILNSAADILINSSEADEDGIRDEKAGINQNMDAVTEELQA 

KTGSLEEMTQRLREFQESFKNIEKKVEGAKHQLEIFDALGSQACSNKNLEKLR 

AQQEVLQALEPQVDYLRNFTQGLVEDAPDGSDASQLLHQAEVAQQEFLEVK 

QRVNSGCVMMENKLEGIGQFHCRVREMFSQLADLDDELDGMGAIGRDTDSL 

QSQIEDVRLFLNKIHVLKLDIEASEAECRHMLEEEGTLDLLGLKRELEALNKQ 

CGKLTERGKARQEQLELTLGRVEDFYRKLKGLNDATTAAEEAEALQWVVGT 

EVEIINQQLADFKMFQKEQVDPLQMKLQQVNGLGQGLIQSAGKDCDVQGLE 

HDMEEINARWNTLNKKVAQRIAQLQEALLHCGKFQDALEPLLSWLADTEELI 

ANQKPPSAEYKVVKAQIQEQKLLQRLLDDRKATVDMLQAEGGRIAQSAELA 

DREKITGQLESLESRWTELLSKAAARQKQLEDILVLAKQFHETAEPISDFLSVT 

EKKLANSEPVGTQTAKIQQQIIRHKALEEDIENHATDVHQAVKIGQSLSSLTSPA 

EQGVLSEKIDSLQARYSEIQDRCCRKAALLDQALSNARLFGEDEVEVLNWLA 

EVEDKLSSVFVKDFKQDVLHRQHADHLALNEEIVNRKKNVDQAIKNGQALL 

KQTTGEEVLLIQEKLDGIKTRYADITVTSSKALRTLEQARQLATKFQSTYEELT 

GWLREVEEELATSGGQSPTGEQIPQFQQRQKELKKEVMEHRLVLDTVNEVSR 

ALLELVPWRAREGLDKLVSDANEQYKLVSDTIGQRVDEIDAAIQRSQQYEQA 

ADAELAWVAETKRKLMALGPIRLEQDQTTAQLQVQKAFSIDIIRHKDSMDELF 

SHRSEIFGTCGEEQKTVLQEKTESLIQQYEAISLLNSERYARLERAQVLVNQFW 

ETYEELSPWIEETRALIAQLPSPAIDHEQLRQQQEEMRQLRESIAEHKPHIDKLL 

KIGPQLKELNPEEGEMVEEKYQKAENMYAQIKEEVRQRALALDEAVSQSTQI 

TEFHDKIEPMLETLENLSSRLRMPPLIPAEVDKIRECISDNKSATVELEKLQPSF 

EALKRRGEELIGRSQGADKDLAAKEIQDKLDQMVFFWEDIKARAEEREIKFL 

DVLELAEKFWYDMAALLTTIKDTQDIVHDLESPGIDPSIIKQQVEAAETIKEET 

DGLHEELEFIRILGADLIFACGETEKPEVRKSIDEMNNAWENLNKTWKERLEK 

LEDAMQAAVQYQDTLQAMFDWLDNTVIKLCTMPPVGTDLNTVKDQLNEMK 

EFKVEVYQQQIEMEKLNHQGELMLKKATDETDRDIIREPLTELKHLWENLGE 

KIAHRQHKLEGALLALGQFQHALEELMSWLTHTEELLDAQRPISGDPKVIEVE 

LAKHHVLKNDVLAHQATVETVNKAGNELLESSAGDDASSLRSRLEAMNQC 

WESVLQKTEEREQQLQSTLQQAQGFHSEIEDFLLELTRMESQLSASKPTGGLP 

ETAREQLDTHMELYSQLKAKEETYNQLLDKGRLMLLSRDDSGSGSKTEQSVA 

LLEQKWHVVSSKMEERKSKLEEALNLATEFQNSLQEFINWLTLAEQSLNIASP 

PSLILNTVLSQIEEHKVFANEVNAHRDQIIELDQTGNQLKFLSQKQDVVLIKNL 

LVSVQSRWEKVVQRSIERGRSLDDARKRAKQFHEAWKKLIDWLEDAESHLDS 

ELEISNDPDKIKLQLSKHKEFQKTLGGKQPVYDTTIRTGRALKEKTLLPEDTQ 

KLDNFLGEVRDKWDTVCGKSVERQHKLEEALLFSGQFMDALQALVDWLYK 

VEPQLAEDQPVHGDLDLVMNLMDAHKVFQKELGKRTGTVQVLKRSGRELIE 

NSRDDTTWVKGQLQELSTRWDTVCKLSVSKQSRLEQALKQAEVFRDTVHML 

LEWLSEAEQTLRFRGALPDDTEALQSLIDTHKEFMKKVEEKRVDVNSAVAMG 

EVILAVCHPDCITTIKHWITIIRARFEEVLTWAKQHQQRLETALSELVANAELLE 

ELLAWIQWAETTLIQRDQEPIPQNIDRVKALIAEHQTFMEEMTRKQPDVDRVT 

KTYKRKNIEPTHAPFIEKSRSGGRKSLSQPTPPPMPILSQSEAKNPRINQLSARW 

QQVWLLALERQRKLNDALDRLEELKEFANFDFDVWRKKYMRWMNHKKSR 

VMDFFRRIDKDQDGKITRQEFIDGILASKFPTTKLEMTAVADIFDRDGDGYIDY 

YEFVAALHPNKDAYRPTTDADKIEDEVTRQVAQCKCAKRFQVEQIGENKYRF 

GDSQQLRLVRILRSTVMVRVGGGWMALDEFLVKNDPCRARGRTNIELREKFI 



LPEGASQGMTPFRSRGRRSKPSSRAASPTRSSSSASQSNHSCTSMPSSPATPASG 

TKVIPSSGSKLKRPTPTFHSSRTSLAGDTSNSSSPASTGAKTNRADPKKSASRP 

GSRAGSRAGSRASSRRGSDASDFDLLETQSACSDTSESSAAGGQGNSRRGLN 

KPSKIPTMSKKTTTASPRTPGPKR 

-COOH 

Figure 72- Full-length Amino Acid Sequence (MACF1) (SEQ ID NO: 151) 



NH 2 -MSSDSEMAIFGEAAPFLRKSERERIEAQNKPFDAKTSVFVVDPKESFVKA 

TVQSREGGKVTAKTEAGATVTVKDDQVFPMNPPKYDKIEDMAMMTHLHEPA 

VLYNLKERYAAWMIYTYSGLFCVTVNPYKWLPVYNAEVVTAYRGKKRQEAP 

PHIFSISDNAYQFMLTDPvENQSILITGESGAGKTVNTKRVIQYFATIAVTGEKKK 

EEVTSGKMQGTLEDQIISANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKL 

ASADIETYLLEKSRVTFQLKAERSYHIFYQIMSNKKPDLIEMLLITTNPYDYAF 

VSQGEITVPSIDDQEELMATDSAIEILGFTSDERVSIYKLTGAVMHYGNMKFKQ 

KQREEQAEPDGTEVADKAAYLQNLNSADLLKALCYPRVKVGNEYVTKGQTV 

QQVYNAVGALAKAVYDKMFLWMVTRINQQLDTKQPRQYFIGVLDIAGFEIFD 

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLAACIE 

LIEKPMGIFSILEEECMFPKATDTSFKNKLYEQHLGKSNNFQKPKPAKGKPEAH 

FSLIHYAGTVDYNIAGWLDKNKDPLNETVVGLYQKSAMKTLALLFVGATGAE 

AEAGGGKKGGKKKGSSFQTVSALFRENLNKLMTNLRSTHPHFVRCIIPNETKT 

PGAMEHELVLHQLRCNGVLEGIRICRKGFPSRILYADFKQRYKVLNASAIPEGQ 

FIDSKKASEKLLGSIDIDHTQYKFGHTKVFFKAGLLGLLEEMRDEKLAQLITRT 

QAMCRGFLARVEYQKMVERRESIFCIQYNVRAFMNVKHWPWMKLYFKIKPL 

LKSAETEKEMANMKEEFEKTKEELAKTEAKRKELEEKMVTLMQEKNDLQLQ 

VQAEADSLADAEERCDQLIKTKIQLEAKIKEVTERAEDEEEINAELTAKKRKL 

EDECSELKKDIDDLELTLAKVEKEKHATENKVKNLTEEMAGLDETIAKLTKEK 

KALQEAHQQTLDDLQAEEDKVNTLTKAKIKLEQQVDDLEGSLEQEKKIRMD 

LERAKRKLEGDLKLAQESAMDIENDKQQLDEKLKKKEFEMSGLQSKIEDEQA 

LGMQLQKKIKELQARIEELEEEIEAERASRAKAEKQRSDLSRELEEISERLEEA 

GGATSAQIEMNKKREAEFQKMRRDLEEATLQHEATAATLRKKHADSVAELGE 

QIDNLQRVKQKLEKEKSEMKMEIDDLASNMETVSKAKGNLEKMCRALEDQL 

SEIKTKEEEQQRLINDLTAQRARLQTESGEYSRQLDEKDTLVSQLSRGKQAFT 

QQIEELKRQLEEEIKAKSALAHALQSSRHDCDLLREQYEEEQEAKAELQRAM 

SKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDAEEHVEAVNAKCAS 

LEKTKQRLQNEVEDLMIDVERTNAACAALDKKQRNFDKILAEWKQKCEETH 

AELEASQKESRSLSTELFKIKNAYEESLDQLETLKRENKNLQQEISDLTEQIAE 

GGKRIHELEKIKKQVEQEKSELQAALEEAEASLEHEEGKILRIQLELNQVKSEV 

DRKIAEKDEEIDQMKRNHIRIVESMQSTLDAEIRSRNDAIRLKKKMEGDLNEM 

EIQLNHANRMAAEALRNYRNTQAILKDTQLHLDDALRSQEDLKEQLAMVER 

RANLLQAEIEELRATLEQTERSRKIAEQELLDASERVQLLHTQNTSLINTKKKL 

ETDISQIQGEMEDIIQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERM 

KKNLEQTVKDLQHRLDEAEQLALKGGKKQIQKLEARVRELEGEVESEQKRN 

VEAVKGLRKHERKVKELTYQTEEDRKNILRLQDLVDKLQAKVKSYKRQAEE 

AEEQSNVNLSKFRRIQHELEEAEERADIAESQVNKLRVKSREVHTKIISEE 

-COOH 

Figure 73- Full-length Amino Acid Sequence (MYH1) (SEQ ID NO: 152) 



NH 2 -MPGTALSPLLLLLLLSWASRNEAAPDQDEIDCLPGLAKQPSFRQYSGYLR 

ASDSKHFHYWFVESQNDPKNSPVVLWLNGGPGCSSLDGLLTEHGPFLIQPDG 

VTLEYNPYAWNLIANVLYIESPAGVGFSYSDDKMYVTNDTEVAENNYEALKD 

FFRLFPEYKDNKLFLTGESYAGIYIPTLAVLVMQDPSMNLQGLAVGNGLASYE 

QNDNSLVYFAYYHGLLGNRLWTSLQTHCCAQNKCNFYDNKDPECVNNLLEV 

SRIVGKSGLNIYNLYAPCAGGVPGRHRYEDTLVVQDFGNIFTRLPLKRRFPEAL 

MRSGDKVRLDPPCTNTTAPSNYLNNPYVRKALHIPESLPRWDMCNFLVNLQY 

RRLYQSMNSQYLKLLSSQKYQILLYNGDVDMACNFMGDEWFVDSLNQKME 

VQRRPWLVDYGESGEQVAGFVKECSHITFLTIKGAGHMVPTDKPRAAFTMFS 

RFLNKEPY 

-COOH 

Figure 74- Full-length Amino Acid Sequence (mPPGB) (SEQ ID NO: 153) 



NH 2 -MAAPRPPPAISVSVSAPAFYAPQKKFAPVVAPKPKVNPFRPGDSEPPVAAG 

AQRAQMGRVGEIPPPPPEDFPLPPPPLIGEGDDSEGALGGAFPPPPPPMIEEPFPP 

APLEEDIFPSPPPPLEEEGGPEAPTQLPPQPREKVCSIDLEIDSLSSLLDDMTKND 

PFKARVSSGYVPPPVATPFVPKPSTKPAPGGTAPLPPWKTPSSSQPPPQPQAKPQ 

VQLHVQPQAKPHVQPQPVSSANTQPRGPLSQAPTPAPKFAPVAPKFTPVVSKF 

SPGAPSGPGPQPNQKMVPPDAPSSVSTGSPQPPSFTYAQQKEKPLVQEKQHPQ 

PPPAQNQNQVRSPGGPGPLTLKEVEELEQLTQQLMQDMEHPQRQSVAVNESC 

GKCNQPLARAQPAVRALGQLFHITCFTCHQCQQQLQGQQFYSLEGAPYCEGC 

YTDTLEKCNTCGQPITDRMLRATGKAYHPQCFTCVVCACPLEGTSFIVDQAN 

QPHCVPDYHKQYAPRCSVCSEPIMPEPGRDETVRVVALDKNFHMKCYKCEDC 

GKPLSIEADDNGCFPLDGHVLCRKCHSARAQT 

-COOH 

Figure 75- Full-length Amino Acid Sequence (mZYX) (SEQ ID NO: 154) 



NH 2 -MFADLDYDIEEDKLGIPTVPGKVTLQKDAQNLIGISIGGGAQYCPCLYIV 

QVFDNTPAALDGTVAAGDEITGVNGKSIKGKTKVEVAKMIQEVKGEVTIHYN 

KLQADPKQGMSLDIVLKKVKHRLVENMSSGTADALGLSRAILCNDGLVKRLE 

ELERTAELYKGMTEHTKNLLRAFYELSQTHRAFGDVFSVIGVREPQPAASEAF 

VKFADAHRSIEKFGIRLLKTIKPMLTDLNTYLNKAIPDTRLTIKKYLDVKFEYL 

SYCLKVKEMDDEEYSCIALGEPLYRVSTGNYEYRLILRCRQEARARFSQMRK 

DVLEKMELLDQKHVQDIVFQLQRFVSTMSKYYNDCYAVLQDADVFPIEVDL 

AHTTLAYGPNQGSFTDGEEEDEEEEDGAAREVSKDACGATGPTDKGGSWCD 

S 

-COOH 

Figure 76- Full-length Amino Acid Sequence (mPRKCABP) (SEQ ID NO: 155) 



NH 2 -MGDVKLFASSHMSKTSHSVDPSKVSSMPLTEAPAFILPPRNLCVKEGATA 

KFEGRVRGYPEPQVTWHRKGQAITNGGRFLLDCGVRGTFSLVIHTVREEDKG 

KYTCEASNGSGARQVTVELTVEGNSMKKRDQPVLSKASGFPGETRPSIWGEC 

PPKFATKLGRAVVKEGQMGRFSCKITGRPPPQVTWLKGNVPLQPSARVSMSE 

KNGMQILEIRGVTRDDLGVYTCMVVNGSGKASMSAELSIPGLDNAARLAVR 

GTKAPSPDIRKEVTNGVSKDPETVAESKNCPSPQRSGSSARATNSHLKSPQEPK 

PKLCEDAPRKVPQSSILQKSTSTITLQALKVQPEARVPAIGSFSPGEDRKSLAAP 

QQATLPTRQSSLGGSVGNKFVTGNIPRESQRESTFPRFESQPQSQEVTEGQTVK 

FICEVSGIPKPDVGWFLEGIPVRRREGITEVYEDGVSHHLCLLRARTRDSGRYS 

CTASNSLGQVSCSWSLLVDRPNLAQTAPSFSSVLKDSVVIEGQDFVLRCSVQG 

TPAPRVTWLLNGQPIQFAHSICEAGVAELHIQDALPEDRGTYTCLAENAMGQV 

SCSATVTVQEKKGEGEREHRLSPARSKPIAPIFLQGLSDLKVMDGSQVTMTVQ 

VSGNPPPEVIWLHDGNEIQESEDFHFEQKGGWHSLCIQEVFPEDTGTYTCEAW 

NSAGEVRTRAVLTVQEPHDGTQPWFISKPRSVTATLGQSVLISCAIAGDPFPTV 

HWLRDGRALSKDSGHFELLQNEDVFTLVLKNVQPWHAGQYEILLKNRVGEC 

SCQVSLMLHNSPSRAPPRGREPASCEGLCGGGGVGAHGDGDRHGTLRPCWP 

ARGQGWPEEEDGEDVRGLLKRRVETRLHTEEAIRQQEVGQLDFRDLLGKKV 

STKTVSEDDLKDIPAEQMDFRANLQRQVKPKTISEEERKVHSPQQVDFRSVLA 

KKGTPKTPVPEKAPPKAATPDFRSVLGGKKKSPSENGGNSAEVLNVKAGESP 

TPAGDAQAIGALKPVGNAKPAETPKPIGNAKPTETLKPVGNTKPAETLKPIAN 

AQPSGSLKPVTNAQPAEPQKPVGNAKSAETSKPAGKEEVKEVKNDVNCKKG 

QVGATGNEKRPESQGSAPVFKEKLQDVHVAEGEKLLLQCQVISDPPATVTWSL 

NGKTLKTTKFIVLAQEGSRFSVSIEKALPEDRGLYKCVAKNSAGQAECSCQVT 

VDDAQTSENTKAPEMKSRRPKSSLPPVLGTESDATVKKKPAPKTPTKAAMPP 

QIIQFPEDQKVRAGEPVELFGKVAGTQPITCKWMKFRKQIQESEHIKVENGES 

GSKLTILAARQEHCGCYTLVVENKLGSRQAQVNLTVVDKPDPPAGTPCASDIR 

SSSLTLSWYGSSYDGGSAVQSYNVEIWDTEDKVWKELATCRSTSFNVQDLLP 

DREYKFRVRAVNVYGTSEPSQESELTAVGEKPEEPKDEVEVSDDDEKEPEVDY 

RTVTVNTEQKVSDVYDIEERLGSGKFGQVFRLVEKKTGKIWAGKFFKAYSAK 

EKDNIRQEISIMNCLHHPKLVQCVDAFEEKANIVMVLE 

-COOH 

Figure 77- Full-length Amino Acid Sequence (mMYLK) (SEQ ID NO: 156) 



5'-GACCTGAAGGCCACGCTGAACTCTGGCCCAGGCGCCCAGCAGAAGGAG 
ATCGGAGAGTTGAAGGCCCTGGTAGAGGGCATCAAGATGGAGCACCAGCT 
GGAGTTAGGTAACCTGCAGGCCAAGCACGACTTGGAGACGGCCATGCATG 
GGAAGGAGAAGGAGGGCCTGCGGCAGAAGCTGCAAGAGGTCCAGGAGGA 
5 GCTGGCCGGGCTGCAGCAGCACTGGAGGGAGCAGCTGGAGGAGCAGGCC 
AGCCAGCATCGGCTGGAGCTCCAAGAAGCCCAGGACCAATGTCGCGACGC 
CCAGCTGCGCGCGCAGGAGCTAGAGGGACTGGATGTGGAGTACCGTGGCC 
AGGCTCAAGCCATCGAGTTCCTCAAAGAGCAGATCTCACTGGCTGAAAAG 
AAGATGCTAGATTACGAGATGCTGCAGAGGGCCGAAGCCCAGAGCAGGCA 

10 GGAGGCCGAGCGGCTGCGGGAAAAGCTTCTGGTGGCTGAGAATAGACTCC 
AGGCCGCCGAGTCCCTGTGCTCAGCCCAGCACAGCCATGTGATCGAATCCA 
GTGACCTTTCTGAGGAGACAATTCGGATGAAGGAGACTGTAGAGGGCCTG 
CAGGACAAGCTGAACAAGAGGGACAAAGAGGTGACAGCCTTGACATCCC 
AGATGGACATGCTCAGGGCCCAAGTAAGTGCTCTAGAAAACAAGTGCAAA 

1 5 TCAGGAGAGAAGAAGATAGATTCTCTCCTGAAGG AGAAGAGGCGCCTAGA 
GGCAGAGCTGGAGGCTGTGTCTCGGAAGACCCACGATGCCTCCGGCCAGC 
TGGTCCACATCAGCCAGGAGTTGCTGCGGAAAGAGAGGAGTCTGAACGAG 
CTGAGGGTGTTGCTGTTAGAAGCCAATCGCCACTCCCCAGGGCCCGAGAG 
AGACCTGAGCCGTGAAGTACACAAAGCTGAATGGCGGATAAAGGAACAGA 

20 AACTGAAGGATGACATCCGGGGCCTGCGTGAGAAGCTGACCGGGCTGGAC 
AAGGAGAAGTCCCTATCAGAGCAGAGACGCTACTCCCTCATTGACCCAGCT 
TCACCACCCGAGCTGCTGAAACTGCAGCATCAGTTGGTGAGCACGGAAGA 
C-3' 

25 Figure 78- Partial cDNA Nucleotide Sequence Encoding the Amino Acid Sequence of 
SEQ ID NO: 120 (SEQ ID NO: 157) (1098 nucleotides in total) 



5'-GAGAAAGGAATCAAACTGCTGCAGGCACAGAAGCTGGTGCAGTATTTG 
CGGGAGTGTGAGGATGTAATGGACTGGATCAATGACAAGGAAGCAATTGT 
GACTTCTGAGGAGCTGGGCCAGGACCTGGAGCATGTAGAGGTGCTACAGA 
AGAAGTTTGAAGAGTTTCAGACTGATCTGGCTGCTCATGAAGAAAGAGTT 
5 AATGAAGTGAGCCAGTTTGCTGCCAAACTCATCCAGGAGCAGCACCCGGA 
AGAGGAGCTGATCAAGACCAAGCAGGATGAGGTGAATGCAGCATGGCAGC 
GACTGAAAGGCCTGGCTCTTCAAAGGCAGGGCAAGCTGTTCGGTGCTGCT 
GAGGTCCAGCGCTTTAACAGGGATGTAGATGAGACCATTGGTTGGATTAAG 
GAGAAAGAGCAGTTAATGGCCTCTGATGACTTCGGCAGAGACTTAGCAAG 
10 TGTTCAAGCTCTGCTTCGAAAGCATGAGGGTCTGGAGAGAGATCTTGCTGC 
TCTAGAGGACAAGGTGAAAGCCCTGTGTGCTGAGGCTGACCGCCTGCAAC 
AGTCACACCCTCTGAGTGCCAGCCAGATCCAGGGGAAGCGA-3' 

Figure 79- Partial cDNA Nucleotide Sequence Encoding the Amino Acid Sequence of 
15 SEQ ID NO: 123 (SEQ ID NO: 158) (591 nucleotides in total) 



5 ' -GACGATGCCGCCGTGGAGAC AGCTG AGGAAGCAAAGGAGCCTGCTG AA 
GCTGACATCACTGAGCTCTGCCGGGACATGTTCTCCAAAATGGCCACTTAC 
CTGACTGGGGAACTGACGGCCACCAGTGAAGACTATAAGCTCCTGGAAAA 
TATGAATAAACTCACCAGCTTGAAGTATCTTGAAATGAAAGATATTGCTATA 
5 AACATTAGTAGGAACTTAAAGGACTTAAACCAGAAATATGCTGGACTGCAG 
CCTTATCTGGATCAGATCAATGTCATTGAAGAGCAGGTAGCAGCTCTTGAG 
CAGGCAGCTTACAAGTTGGATGCATATTCAAAAAAACTGGAAGCCAAGTAC 
AAGAAGCTGGAGAAGCGATGA-3 ' 

10 Figure 80- Partial cDNA Nucleotide Sequence Encoding the Amino Acid Sequence of 
SEQ ID NO: 1 32 (SEQ ID NO: 1 59) (375 nucleotides in total) 



15 BOS2_431019.1 



